Faecalimonas sp900551895 (GB_GCA_900551895.1)

—-2ecalimonas sp000209385 (RS_GCF_902381685.1)

Faecalimonas sp900556835 (GB_GCA_900556835.1)

— -2 e Calimonas sp900555395 (GB_GCA_900555395.1)

— 5 0 calimonas sp900550235 (GB_GCA_900550235.1)

pe— -aecalimonas sp900550975 (GB_GCA_900550975.1)

= -aecalimonas phoceensis (RS_GCF_900104635.1)

Faecalimonas sp900316755 (GB_GCA_900316755.1)

Faecalimonas umbilicata (RS_GCF_004346095.1)

— -2 ecalimonas sp900546325 (GB_GCA_900546325.1)



I— Ligilactobacillus ruminis (RS_GCF_900113455.1)

Ligilactobacillus ruminis_A (RS_GCF_900110005.1)

Ligilactobacillus murinus (RS_GCF_001591685.1)

Ligilactobacillus animalis (RS_GCF_001434535.1)

—|_jgilactobacillus apodemi (RS_GCF_001434405.1)

Ligilactobacillus aviarius (RS_GCF_001436315.1)

Ligilactobacillus araffinosus (GB_GCA_001435375.1)

Ligilactobacillus aviarius_B (RS_GCF_001654615.1)

Ligilactobacillus salivarius (RS_GCF_001435955.1)

Ligilactobacillus hayakitensis (RS_GCF_000615845.1)

Ligilactobacillus agilis (RS_GCF_001436215.1)

Ligilactobacillus equi (RS_GCF_000615765.1)

Ligilactobacillus sp900765635 (RS_GCF_900765635.1)



Selenomonas_A ruminantium_L RS_GCF_902798865.1;
Selenomonas_A ruminantium_K (RS_GCF _902781305.1
Selenomonas_A ruminantium_M (RS_GCF_902785885.1)
Selenomonas_A ruminantium_J (GB_GCA_002373045.1)
Selenomonas_A ruminantium (RS_GCF_000424065.1)
Selenomonas_A ruminantium_[(GB_GCA_002448495.1)
Selenomonas_A ruminantium_B (R‘SfGC‘F7000'687995.1%
Selenomonas_A ruminantium_C (RS_GCF_900104055.1)
Selenomonas_A lactilytica (RS_GCF_000284095.1)
Selenomonas_A ruminantium_D (RS_GCF_900142515.1)
b Selenomonas_A sp000686945 (RS GCF_000686945.1)
Selenomonas_A ruminantium_E (RS_GCF_900100835.1)
Selenomonas_A sp000702005 (RS_GCF_000702005.1)
Selenomonas_A'sp008271295 (RS_GCF_008271295.1)
Selenomonas__A ruminantium_G gg_GCF_900116485.1)
Selenomonas_A ruminantium_F (RS _GCF_900113715.1)
Selenomonas_A sp900769615 (RS_GCF_900769615.1)
Selenomonas_A sp004552655 (RS_GCF_009697385.1)
Mitsuokella jalaludinii (RS_GCF_000702905.1
Mitsuokella multacida (RS_GCF_000155955.1
Mitsuokella sp900552565 (GB_GCA 900552565.1)
. Mitsuokella sp900770825 '(;GB GCA_900770825.1)
Mitsuokella sp003458855 ﬁRS_GC - 003458855.1)
Mitsuokella Sp000469545 (RS_GCF_000469545.1)
Selenomonas_C sp902780535 (GB_GCA_902780535.1)
Selenomonas_C sp900318215 (GB_GCA_900318215.1)
Selenomonas_C sp900315575 (GB_GCA 900315575.1)
Selenomonas_C sp900314825 gGB GCA _900314825.1)
Selenomonas_C sp002351185 (RS _GCF_902763085.1)
Selenomonas_C bovis (RS_GCF_000381005.1)
UBA2897 sp900316275 (GB_GCA_900316275.1)
| UBA2897 sp002350105 (GB_GCA 002350105.1)
e (JBA2897 $5p900315155 (GB_GCA 900315155.1)
RUG11126 sp902766015 (GB_GCA_902766015.1)
= UBA2913 sp002349925 (GB_GCA_902766095.1)
&= UBA2913 sp900770895 (GB_GCA 900770895.1)
Selenomonas_B ruminantium_B g? GCF_902780915.1)
b Selenomonas_B ruminantium_A(RS_GCF_000702545.1)
Centipeda sp001717585 (RS_GCF_001717585.1)
Centipeda infelix (RS _GCF_000234095.1)
Centipeda periodontii (RS_GCF_000213975.1)
Centipeda massiliensis (RS_GCF_900290285.1)
Centipeda sp000468035 (RS_GCF_000468035.1)
Centipeda sp000318175 (RS_GCF_014250475.1)
Centipeda sp000286455 k S_GCF _000286455.1§

1

Centipeda sp001683335 (RS_GCF_001683335.1

Centipeda noxia (RS_GCF_000160555.1)

= Centipeda felix (RS_GCF_900186465.1)

Centipeda flueggei (RS_GCF_000160695.1)

Centipeda artemidis (RS_GCF_000426665.1)
Centipeda sp000315545 (RS_GCF_000315545.

1
UBA7018 sp002448305 (&B_GCA_002448305.1)
- UBA3796 sp902773295 (GB_GCA_902773295.12
UBA3796 sp002369175 (GB_GCA 002369175.1)
_I b UBA3796 5p902801565 (GB_GCA _902801565.1)
UBA9786 sp902785705 (GB_GCA 902785705.1)
UBA9786 sp003518745 (GB_GCA 003518745.1)
RUG114 sp900315615 (GB_GCA_900315615.1)
Selenomonas sputigena (RS_GCF_000208405.1
Anaerovibrio lipolyticus (RS_GCF_90 141865.18
Anaerovibrio lipolyticus_C (GB_GCA 002372665.1)
Anaerovibrio lipolyticus_A(RS_GCF_000621545.1)
Anaerovibrio sp000622005 (RS_GCF_000622005.1)
Anaerovibrio sp002100115 (RS_GCF_002100115.1)
Anaerovibrio sp902786545 (GB_GCA 902786545.1)
Anaerovibrio sp902785445 (GB_GCA _902785445.1
Anaerovibrio sp900768695 (GB_GCA 900768695.1)
] Anaerovibrio sp004553105 (RS_GCF_009695585.1)
e \naeroOVibFio sp900548165§GB GCA_900548165.1
RUG643 sp902778455 (GB_GCA_902778455.1)
|_|_=RU(3643 sp902777615 (GB_GCA_902777615.1
RUG643 sp900321035 (GB_GCA_900321035.1

|—| s RUG 643 sp902782705 (GB_GCA_902782705.1)
1 Schwartzia succinivorans (RS_GCF_900129225.1)
—I RUG024 sp900314765 (GB_GCA_900314765.1)

UBA1799 S(£)002319815 (GB_GCA 002319815.1)

UBA1796 sp002319795 g B_GCA 002319795.1)
UBA1792 sp002315155 (GB_GCA_002315155.1)
Megamonas sp900554895 (GB_GCA_900554895.1)
I_E Megamonas hypermegale_A (GB_GCA 002314325.1)
Megamonas hypermegale (RS_GCF_900187035.1)

|_: Megamonas sp900556715 (GB_GCA 900556715.1)
Megamonas funiformis (RS_GCF_010669225.1)

Pectinatus frisingensis (RS_GCF_014076555.1
| == Pectinatus cerevisiiphilus (RS_GCF_004341685.1)
— e—— e ctinatus brassicae (RS_GCF_014201835.1)




Lawsonibacter sp009917615 (RS_GCF_009917615.1)

Lawsonibacter sp009911645 (RS_GCF_009911645.1)

Lawsonibacter sp009911595 (RS_GCF_009911595.1)

Lawsonibacter sp000492175 (RS_GCF_000492175.1)

Lawsonibacter sp003612335 (RS_GCF_003612335.1)

Lawsonibacter sp900763995 (GB_GCA_900763995.1)

Lawsonibacter sp900066645 (RS_GCF_902362775.1)

pr— | a\vSoNibacter sp900549405 (GB_GCA_900549405.1)

— | awsonibacter sp014287875 (RS_GCF_014287875.1)

Lawsonibacter sp900550705 (GB_GCA_900550705.1)

Lawsonibacter sp003478995 (RS_GCF_003478995.1)

Lawsonibacter sp002161175 (RS_GCF_002161175.1)



p—Seleniivibrio woodruffii (RS_GCF_004339245.1)

— S c|eNiivibIi0 SP002452405 (GB_GCA_002452405.1)

Seleniivibrio sp002452335 (GB_GCA_002452335.1)

Denitrovibrio sp002869145 (GB_GCA_002869145.1)

— D enitrovibrio acetiphilus (RS_GCF_000025725.1)

Denitrovibrio sp002869185 (GB_GCA_002869185.1)

Geovibrio thiophilus (RS_GCF_004087915.1)

Geovibrio sp001603805 (GB_GCA_001603805.1)

ATWFO1 sp000421105 (RS_GCF_000421105.1)

Flexistipes sp002338145 (GB_GCA_002338145.1)

Flexistipes sinusarabici (RS_GCF_000218625.1)

e Calditerrivibrio nitroreducens_A (GB_GCA_002878065.1)

= Calditerrivibrio nitroreducens (RS_GCF_000183405.1)

UBA228 sp002402635 (GB_GCA_002402635.1)

Deferribacter autotrophicus (RS_GCF_008362905.1)

Deferribacter desulfuricans (RS_GCF_000010985.1)

Mucispirillum schaedleri (RS_GCF_000487995.1)

Desulfurispira natronophila (RS_GCF_014203025.1)

Desulfurispirillum indicum (RS_GCF_000177635.2)

Chrysiogenes arsenatis (RS_GCF_000469585.1)



Peptostreptococcus russelli_A (RS_GCF_900110295.1)

— ¢ nt0Streptococcus russellii (RS_GCF_003012055.1)

D ecptostreptococcus sp900112955 (RS_GCF_900112955.1)

=Peptostreptococcus anaerobius_A (RS_GCF_009695815.1)

— e N0 Streptococcus canis (RS_GCF_014229965.1)



Intestinibaculum sp900317015 (GB_GCA_900317015.1)

I Intestinibaculum porci (RS_GCF_003925875.1)

Kandleria vitulina (RS_GCF_000702065.1)

| Sharpea azabuensis_A (RS_GCF_009695655.1)

| - Sharpea azabuensis (RS_GCF_000702165.1)

Eggerthia catenaformis (RS_GCF_000340375.1)

Catenibacterium sp900764725 (GB_GCA_900764725.1)
Catenibacterium sp000437715 (RS_GCF_004168205.1)

Catenibacterium sp900540685 (GB_GCA_900540685.1)

Catenibacterium sp900540665 (GB_GCA_900540665.1)
Catenibacterium mitsuokai (RS_GCF_000173795.1)

Catenibacterium sp900764565 (GB_GCA_900764565.1)

_:Stoquefichus sp001244545 (RS_GCF_001244545.1)
Stoquefichus massiliensis (RS_GCF_000455285.1)
Coprobacillus cateniformis (GB_GCA_001312445.1)

_: Longibaculum sp900538465 (GB_GCA_900538465.1)
Longibaculum muris (RS_GCF_004343035.1)

| — Massiliomicrobiota sp002160865 (RS_GCF_002160865.1)

— Massiliomicrobiota sp002160815 (RS_GCF_002160815.1)

UBA3379 sp002359025 (GB_GCA_002359025.1)

E Erysipelatoclostridium saccharogumia (RS_GCF_000686665.1)
Erysipelatoclostridium sp000508865 (RS_GCF_000508865.1)

Erysipelatoclostridium cocleatum (RS_GCF_900102365.1)

Erysipelatoclostridium spiroforme (RS_GCF_000154805.1)

Erysipelatoclostridium ramosum (RS_GCF_014131695.1)

Erysipelatoclostridium sp002160495 (RS_GCF_002160495.1)

E Faecalibacillus sp900544435 (GB_GCA_900544435.1)
Faecalibacillus intestinalis (RS_GCF_003024685.1)

— -2 ecalibacillus faecis (RS_GCF_003024675.1)

Faecalibacillus sp003480255 (RS_GCF_003480255.1)

| Beduini sp902363625 (RS_GCF_902363625.1)

—_ Beduini massiliensis (RS_GCF_000829905.1)

Beduini sp900550005 (GB_GCA_900550005.1)

CHKCI006 sp900018345 (RS_GCF_900018345.1)



'_|_Eubacter|um T sp903789635 (GB_GCA_903789635.1)
Eubacterium_T saphenum_A (GB_GCA_004555725.1)
b Eybacterium _T sp900766045 (RS_GCF_900766045.1

Eubacterium_T pyruvativorans (RS_GCF_900102225.1
Eubacterium_T sp902784035 (GB_GCA_902784035.1)
Eubacterium_T sp900318155 (GB_GCA "900318155.1)
= Eubacterium_A sp900321685 (RS_GCF_009695915.1)
_I &= Eubacterium_A sp001940235 (RS_GCF_001940235.1)

Eubacterium_A minutum (RS_GCF_003433295.1)

Eubacterium_A nodatum (RS_GCF_000510425.1)

Eubacterium_A sp000688015 (RS_GCF_000688015.1)
Eubacterium_A sp900315125 (GB_GCA_900315125.1)
Aminicella lysinilytica (RS_GCF_004362975.1)

_@ua sp009936045 (RS_GCF_009936045.1)
Emergencia sp009935805 (RS_GCF_009935805.1)

Emergencia sp900066695 (RS_GCF_902362805.1)
_E Emergencia timonensis (RS_GCF ~900086585.1)
Emergencia sp900551775 (GB_GCA_900551775.1)
Eubacterium_B sp902803185 (GB_GCA_902803185.1)
_I Eubacterium_B sp002472145 (GB_GCA_002472145.1)
Eubacterium_B infirmum (RS_GCF_900450455.1)
Eubacterium_B sulci (RS_GCF_001189495.1)

RUG11214 sp902797405 (GB_GCA_902797405.1)
—— RUG11214 sp902766915 (GB_GCA_902766915.1)
RUG11214 sp902776725 (GB_GCA_902776725.1)
S5-Al4a sp900553025 (GB_GCA_900553025.1)
S5-Al4a sp000758905 (RS_GCF_000758905.1)

S5-Al4a sp900112915 (RS_GCF_900112915.1)
'_|— CAG-238 sp900551415 (GB_GCA_900551415.1)
CAG-238 sp900542245 (GB_GCA_900542245.1)

b CAG-238 5p002439735 (GB_GCA_002439735.1)
CAG-238 sp900754805 (RS_GCF_900754805.1)
CAG-238 sp000435615 (GB_GCA_000435615.1)

l_:RUG?54 Sp902780845 (GB_GCA_902780845.1)
RUG754 sp902778565 (GB_GCA,_902778565.1)
RUG754 sp9003T5895 (GB_GCA_900315895.1)

CAG-145 sp900542295 (GB_GCA_900542295.1)

CAG-145 sp003150015 (GB_GCA_003150015.1)

CAG-145 sp000435715 (GB_GCA 000435715.1)
CAG-145 sp900754795 (RS_GCF_900754795.1)

CAG-145 sp900542565 (GB_GCA_900542565.1)

CAG-145 sp002320005 (GB_GCA_002320005.1)
_:CAG—MS sp900545135 (GB_GCA_900545135.1)
CAG-145 sp900540145 (GB_GCA_900540145.1)

RUG099 sp902775345 (GB_GCA_902775345.1)
RUG099 sp900320285 (GB_GCA_900320285.1)
RUG099 sp902801255 (GB_GCA _902801255.1)
RUG099 sp902780815 (GB_GCA_902780815.1)
RUG099 sp902779185 (GB_GCA 902779185.1)
RUG099 sp902790885 (GB_GCA 902790885.1)
RUG099 sp902795265 (GB_GCA_902795265.1)

RUGO099 sp902776285 (GB_GCA _902776285.1)
RUG099 sp902778585 (GB_GCA_902778585.1)

%_: RUG099 sp902793875 (GB_GCA_902793875.1)

RUG099 sp902774195 (GB_GCA_902774195.1)
RUG099 sp902798745 (GB_GCA_902798745.1)
RUG099 sp902790965 (GB_GCA_902790965.1)

RUG099 sp902773835 (GB_GCA _902773835.1)
RUG099 sp902760855 (GB_GCA_902760855.1)
RUG099 sp902788245 (GB_GCA_902788245.1)
RUG099 sp900318105 (GB_GCA 900318105.1)

RUG099 sp902786355 (GB_GCA_902786355.1)
RUG099 sp900317675 (GB_GCA_900317675.1
RUG099 sp902786855 (GB_GCA 902786855.1
— RUG099 sp902765035 (GB_GCA_902765035.1)

&= RUG099 sp900315485 (GB_GCA 900315485.1)
RUG099 sp902774265 (GB_GCA_902774265.1)
RUG099 sp012840975 (GB_GCA_012840975.1)
RUG099 sp001513255 (GB_GCA_012735145.1)

RUG099 sp012510935 (GB_GCA_012510935.1)
Mogibacterium diversum (RS_GCF_002998925.1)
Mogibacterium pumilum (RS_GCF_002243385.1)
_I |—Mog|bacter|um timidum (RS_GCF_000525775.1)

l- VUNAO1 sp002299625 (RS_GCF_009695905.1)
Mobilibacterium timonense (RS_ GCF_900155555 1)
Mobilibacterium sp900315625 (RS_GCF_009695865.1)
Alterileibacterium massiliense (RS_GCF_900104645.1)

JAAYHVO01 sp012744355 (GB_GCA_012744355.1)

UMGS973 sp900547295 (GB_GCA_900547295.1)



Bulleidia sp902761625 (GB_GCA_902761625.1)
[ E Bulleidia sp000701725 (RS_GCF_000701725.1)
Bulleidia sp902775735 (GB_GCA_902775735.1)
Bulleidia sp902786245 (GB_GCA_902786245.1)
1 Bulleidia sp900320455 (GB_GCA_900320455.1)

[ Bulleidlia Sp902793635 (GB_GCA_902793635.1)
e Buulleidia sp902778375 (GB_GCA_902778375.1)
Bulleidia sp902784015 (GB_GCA_902784015.1)
Bulleidia sp902766675 (GB_GCA_902766675.1)
Bulleidia sp902766005 (GB_GCA_902766005.1)

_l_l Bulleidia sp900315225 (GB_GCA_900315225.1)
Bulleidia sp902766435 (GB_GCA_902766435.1)

= Bulleidia sp902796465 (GB_GCA_902796465.1)
b Bulleidia Sp902782955 (GB_GCA_902782955.1)

Bulleidia sp900315065 (GB_GCA_900315065.1)

_l_l Bulleidia sp012516665 (GB_GCA_012516665.1)
Bulleidia sp900539965 (GB_GCA_014610835.1)

Bulleidia massiliensis_A (RS_GCF_900343155.1)

Bulleidia sp900319505 (GB_GCA_900319505.1)
= Bulleidia sp900554555 (GB_GCA_900554555.1)

_I b= Bulleidia moorei (RS_GCF_000425005.1)
Bulleidia extructa (RS_GCF_000177375.1)
= Bulleidia sp900770275 (RS_GCF_900770275.1)
_I b Blleidia timonensis (RS_GCF_900240265.1)
Bulleidia sp900314345 (GB_GCA_900314345.1)

g B|leidia sp900314905 (GB_GCA_900314905.1)
ke Bulleidia massiliensis_B (RS_GCF_900290205.1)
Bulleidia sp903789495 (GB_GCA_903789495.1)

[ Bulleidia sp009929095 (GB_GCA_009929095.1)
Bulleidia sp003446295 (GB_GCA_003446295.1)
= Bulleidia sp902795905 (GB_GCA_902795905.1)
_I k== Bulleidia sp002372175 (GB_GCA_002372175.1)
Bulleidia sp902797775 (GB_GCA_902797775.1)

UBA9076 sp003537975 (GB_GCA_012523895.1)

UBA9076 sp012513225 (GB_GCA_012513225.1)

E Holdemania sp900120005 (RS_GCF_900120005.1)
Holdemania filiformis (RS_GCF_000157995.1)

Holdemania massiliensis (RS_GCF_000327285.1)
Anaerorhabdus furcosa (RS_GCF_900167375.1)

UBAG36 sp900321955 (GB_GCA_900321955.1)
_l_:u BA636 sp002362065 (GB_GCA_002362065.1)
UBA636 spa02795875 (GB_GCA_902795875.1)
- UBA636 spa02803275 (GB_GCA_902803275.1)
UBA636 spa02803055 (GB_GCA_902803055.1)
UBA636 spa02803785 (GB_GCA_902803785.1)
UBA636 spa02795865 (GB_GCA_902795865.1)
UBA636 spa02796525 (GB_GCA_902796525.1)
UBA636 spa00546285 (GB_GCA_900546285.1)
[ 1 UBA636 sp002299675 (GB_GCA_002299675.1)

L UBA636 sp002314515 (GB_GCA_002314515.1)
UBA636 sp002315565 (GB_GCA_002315565.1)

RQZEO1 sp003858585 (RS_GCF_003858585.1)




RUG099 sp902775345 (GB_GCA_902775345.1)

RUG099 sp900320285 (GB_GCA_900320285.1)
RUG099 sp902801255 (GB_GCA_902801255.1)

RUG099 sp902780815 (GB_GCA_902780815.1)

RUG099 sp902779185 (GB_GCA_902779185.1)

RUG099 sp902790885 (GB_GCA_902790885.1)

RUG099 sp902795265 (GB_GCA_902795265.1)

RUG099 sp902776285 (GB_GCA_902776285.1)

RUG099 sp902778585 (GB_GCA_902778585.1)

RUG099 sp902793875 (GB_GCA_902793875.1)

RUG099 sp902774195 (GB_GCA_902774195.1)

RUG099 sp902798745 (GB_GCA_902798745.1)

RUGO099 sp902790965 (GB_GCA_902790965.1)

RUG099 sp902773835 (GB_GCA_902773835.1)

RUG099 sp902760855 (GB_GCA_902760855.1)

RUG099 sp902788245 (GB_GCA_902788245.1)

RUG099 sp900318105 (GB_GCA_900318105.1)

RUG099 sp902786355 (GB_GCA_902786355.1)

RUG099 sp900317675 (GB_GCA_900317675.1)

RUG099 sp902786855 (GB_GCA_902786855.1)

RUG099 sp902765035 (GB_GCA_902765035.1)
E RUG099 sp900315485 (GB_GCA_900315485.1)

RUG099 sp902774265 (GB_GCA_902774265.1)

RUG099 sp012840975 (GB_GCA_012840975.1)

RUG099 sp001513255 (GB_GCA_012735145.1)

RUG099 sp012510935 (GB_GCA_012510935.1)

Mogibacterium diversum (RS_GCF_002998925.1)

Mogibacterium pumilum (RS_GCF_002243385.1)

Mogibacterium timidum (RS_GCF_000525775.1)

-

Lo VUNAO1 sp002299625 (RS_GCF_009695905.1)

Mobilibacterium timonense (RS_GCF_900155555.1)

Mobilibacterium sp900315625 (RS_GCF_009695865.1)



o — bacterium Tsp903759635éGB GCA 903789635.1)
T CA_004555725.1)
Eubacterium_T 5p90076601{15 %S GCF_900766045.1)
T 900102225.1)
g 902784035 §GB GCA 502784035.1)
Eubacterium Tsp90031315 (GB_GCA_900318155.1)

——

A'sp900321685 (RS_GCF_009695915
D acicrim A sho0t0409a8 (-GG 0019402351
tertum, Aminutum (RS G SO 0u433295 1)
T bacteriim A hodaiim (e P 000510
y Eubactorim A SH000RB015 (1. GCF. S00G8A015 1)
Eubacterium_A sp900315125 (GB_GCA_900315125.1)
Aminicella lysinilytica (RS_GCF_004362975.1)

@S GCF_009936045.1 gl)

ergenci (RS GCF_00993580
Emergenc\asp% 566605 (RS GCF. 023626051)
Emergencia timonensis (RS_GCF_900086585.1)
Emergencia sp00RB1775 (GB. GCA B00551775.1)
Eubacterium B 5002803185 (6B GCA 002803185.1)

| — im_B s 0024)72145 (GB_GCA_002472145.1)

| Eubacterium_B mﬁrmum RS GCF 906450A55 1
Eubacterium_B sulci |5 J
— RUG 214 sp 02797405 (GB GCA 02797405.1)
11214 sp902766915 ((3 GCA?OZ 65915 1)
RuG11214 spQDZ 76725 (GB_GCA 90277672
l4a

sp900553025 (GB_GCA 300553025 1)
AlAa SpOO 758905 (RS_GCF_000758905.1)

S5
S5-Alda Sp900112915éRS GCF_900112915.1)
g — C/\G-238 5p900551415 (GB_GCA_900551415.1)

™ CAG-238 5pd00642245 (GB GTA 000642245.1)
d 35 (GB_GCA_002439735.1)
L CAG-238 sp900754805 (RS, G2t Sooradnong
CAG-238 5p000435615 (GB_GCA_000435615.1)
e RUGTSY spo02750848 (GE! GCA. 902780845.1)
4 Spo0; 65 (GB_GCA_02778565:1)
RUG754 sp900315895 (GB_GCA_900315895.1)
CAG-145 sp900542295 (GB_GCA_900542295.1)
CAG-145 sp003150015 (GB_GCA_003150015. 1
CAG_ 145 5p000435715 (GB_GCA 000435715.1)
\G-145 Sp900754795 (RS_GCF_900754795.1)
ARG 145 So00345568 (36 6 A_900542565.1)
CAG-145 9005 (GB_GCA 002320005.1
L CAG-145 sp900545135 (GB_GCA_900545135.1)
CAG-145 sp900540145 (GB_GCA_900540145.1)

UGO!
RUG099
RUG099 s 9027791B5§ g
RUG099 sp902790885 (GB_GCA 9027908 5.1)
RUG099 sp902795265 (GB_GCA_902795265.1)

RUG099 sp902776285 (GB_GCA_902776285.1)
RUG099 sp9027/8586 (GB GCA Q037785851 g
IGO99 sy 1)

RUGO99
L RUG099 sp902798745 GB GCA 93279874 %
RUG099 sp902790965 (GB_GCA_902790965.1)
RUG099 sp902773835 (GB, GCA_902773835 1)
RUG099 sp902760855 (GB_GCA _90276(
| RUGOQQ sp90278 245 (GB_GCA. §027B§2451
G099 5590031 105 (GB GCA 900318105.1)
RUG099 s 9027863 (GB_GCA 902786355.1)
RUG099 Sp90031767 GB_GCA 900317675 1)
902786855 (GB_GCA 902786855.1)

UG
| I—y v D003 76505 (ab. GOA S0PTS0 45
RUG099 sp900315485 (GB_GCA_900315485.1)
RUG099 sp902774265 (GB_GCA_902774265.1)
RUG099 sp012840075 (GB_GCA_012840975.1)
RUG099 sp001513255 (GB_GCA_012735145.1)

RUG099 sp012510935 (GB_GCA 012510935.1)
Mogibacterium diversum (RS_GCF_002998925.1
pumilum (RS_GCF_002243385.1)

tmidim (RS, GCF-000525775.1)
r—)
= VUNAOL 5p002299625 (RS_GCF_009695905.1)
0 ¢ (RS GCF_900158555.1)

G
o005 555s (RS SCF 008986650
RS_GCF_900104645.1)

JAAYHVO1 sp012744355 (GB_GCA_012744355.1)
UMGS973 sp900547295 (GB_GCA_900547295.1)

UBALLO1 sp902786815 (GB_ GCA 902786615 1
'_|—= 19 pQO 7726 (GB GCA_902772685.1)
UBA Sp90: 7! 7725 GCA 9t 3? 7725)1)

UBAIIS] sp00231 095 (G e G03310086 1
p— R— /51191 5p902763505 (GB GCA 763505.1)
= UB

UBALL91 5p902795135 (GB_GCA 9027 Hey 1)
A1191 5p902797195 (GB_GCA_902797195.1)
BA1191 5§902783525 (@ gCA 902783525.1)

- U
UBA1191 sp902796875 (GB_GCA 902796
UBA1191 5})902766155 (GB_GCA 902766185.1)
UBA1191 sp90279’ 095éGB GCA_902797095.1)
UBA1191 sp900542385 (GB_GCA_900!

UBA1191 sp900549125 (GB_GCA_014306095.

o — UEA1191 sp900066305 (RS_GCF 902362435.1
> UBALIOL 55000545775 (RS GCE: 014385065.1
159900543485 (GB GCA 000543485.1)
S apor 513435 (GB_GCA_012513435.1)
BX12 ep0T43a3025 (25, GO D14333055

g C—— 512 5p009911365 (RS_GCF_009911365 1)

BX12 5p902363595 (RS_GCF. 902363595.1)
o ium_M Sp900540015 (GB_GCA_900540015.1)

M brachy (RS_GCF_000488855.1)

RUGl3615 s$p902790905 (GB_GCA_902790905.1)
RUG100 sp900315555 (GB_GCA~900315555.1
UBA3738 Sp902803725 GB GCA 902803725.1)

UBA3738 52002372505( B_GCA_002372505.1)
UBA1422 sp012515135 (GB_GCA_01251!
— UBA1422 s$p002304835 (GB_GCA 002304835.1)

QAKDO1 sp003343965 (GB_GCA 00334396

UBA1440 sp002329565 (GB_GCA 002
—

UBA3871 sp002392%65 GE GCA_002392265.1)

JAAZGDO1 Sp012511395 (GB_GCA_012511395.1)
Aninipila spo10120715 (RS GCF. 0101 7151_)
minipl $p004103735 (RS GCE 004103 j251)

Aminipila sp002455605 (GB_GCA_0022!
Aminipila mynUca (RS_GCF 01066930

BA5559 sp002425705 :B GCA 002425705.1)
Wi 009782285 (GB_GCA_009782285.1)

0T
RJIKO1 s 009755415 (GB_GCA_009778415.1)
WQWGO1L 5p009785435 (GB_GCA
UBALEZS sp012719215 (GB. GCA 012719215.1)
% UBAL4Z6 5p003320675 (58 GCA 30(2329575 1)
CA

1)
|_| - DUVFO1 sp012841165 (GB_GCA_012841165.1)

PHAEOQ1 sp002840285 (GB_GCA_002840285.1)
JAAYHTOl $p012735285 (GB_GCA 012735285.1)

JAAYHTO1 5{012523915 (GB_GCA_012523915.1)
DUPP01 sp012838265 (GB_GCA_01.

UBA7709 sp002482405 (GB_GCA 002482405.1)

adonimutans (RS_ GCF. 100426305.1)
—

UBA5774 sp002418625 (GB_GCA_002418625.1)
RUG11894 5p902773665 (GB_GCA_902773665.1)

RUG11894 s 012799165‘5GB GCA 012799165.1)
|_| RUG13409 5p902785795 (GB GCA 9027867951
UBA1764 sp002315535 (GB_GCA_002315535.1)

1 UBA10908 sp012729355 (GB_GCA_012729355.1)
UBA10908 sp0035423 5 (GB_GCA _003542355.1)
UBA10908 sp012841925 (GB_GCA_012841925.1)

(RS_GCF_900605495.1)

WRFFO1 sf0097789ﬂ5 (GB_GCA_009778945

WR’MWO $p009776955 (GB_GCA _( 00977695g 1)

_N saphenum (RS_GCF_000161975.1)

RUG708 sp900321625 (GB_GCA_902796965.1)



Aerococcus urinae_C (RS_GCF_003286645.1)
Aerococcus urinae_D (RS_GCF_002884575.1)
Aerococcus urinae_B (RS_GCF_003286825.1)
Aerococcus urinae (RS_GCF_001543175.1)
L Aerococcus urinae_A (RS_GCF_000193205.1)
Aerococcus christensenii (RS_GCF_001543105.1)
I_LAerococcus sp001809535 (RS_GCF_001809535.1)
Aerococcus sanguinicola (RS_GCF_001543145.1)
Aerococcus sp001813115 (RS_GCF_008726925.1)
Aerococcus viridans_C (RS_GCF_002083135.2)
Aerococcus viridans (RS_GCF_001543285.1)
Aerococcus sp002440555 (GB_GCA_002440555.1)
Aerococcus urinaeequi (RS_GCF_001543205.1)
Aerococcus viridans_B (RS_GCF_002871935.1)

= Aerococcus sp003797145 (RS_GCF_003797145.1)
k== Aerococcus sp002252085 (RS_GCF_002252085.1)
Aerococcus suis (RS_GCF_900176325.1)
Aerococcus urinaehominis (RS_GCF_001543245.1)
g~ Globicatella sulfidifaciens (RS_GCF_900167405.1)
_I k= Globicatella sanguinis (RS_GCF_001552295.1)
Globicatella sp010892315 (RS_GCF_010892315.1)
= Abiotrophia sp001815865 (RS_GCF_001815865.1)
| & Abiotrophia defectiva (RS_GCF_000160075.2)
Abiotrophia massiliensis (RS_GCF_900604935.1)
Facklamia hominis (RS_GCF_000301035.1)
[ 1 Facklamia languida (RS_GCF_000245795.1)
Facklamia miroungae (RS_GCF_012396555.1)
Fundicoccus ignavus (RS_GCF_009659375.1)

f Suicoccus acidiformans (RS_GCF_003546865.1)
Suicoccus sourekii (RS_GCF_000518205.1)
Ignavigranum ruoffiae (RS_GCF_900110675.1
I gnavig (RS_GCF_ )

Eremococcus coleocola (RS_GCF_000428865.1)

= Facklamia_A sp014049385 (GB_GCA_014049385.1)
_I & Facklamia_A tabacinasalis (RS_GCF_005864045.1)
Facklamia_A ignava (RS_GCF_000301055.1)

Dolosicoccus paucivorans (RS_GCF_900100125.1)

Granulicatella sp001071995 (RS_GCF_001071995.1)

Granulicatella sp001058355 (GB_GCA_001058355.1)

Granulicatella sp900551535 (GB_GCA_900551535.1)
Granulicatella adiacens (RS_GCF_000160675.1)

Granulicatella elegans (RS_GCF_000162475.2)
Granulicatella balaenopterae (RS_GCF_900111135.1)

Atopobacter sp003664595 (RS_GCF_003664595.1)
[ 1 Atopobacter phocae (RS_GCF_000526675.1)

Bavariicoccus seileri (RS_GCF_000421665.1)
WMO01 sp013874835 (GB_GCA_013874835.1)

WMO01 sp004570605 (RS_GCF_004570605.1)
Trichococcus collinsii (RS_GCF_900107505.1)
Trichococcus paludicola (RS_GCF_003052295.1)
Trichococcus patagoniensis (RS_GCF_003051085.1)
Trichococcus alkaliphilus (RS_GCF_003008695.1)
Trichococcus sp002155105 (RS_GCF_002155105.1)
Trichococcus flocculiformis (RS_GCF_900113645.1)
Trichococcus pasteurii (RS_GCF_900112935.1)

Trichococcus ilyis (RS_GCF_900109135.1)
— Trichococcus palustris (RS_GCF_900114465.1)

Jeotgalibaca arthritidis (RS_GCF_011100465.1)
_l_: Jeotgalibaca ciconiae (RS_GCF_003955755.1)

pr—] e Otgalibaca porci (RS_GCF_011299095.1)
e cotgalibaca dankookensis (RS_GCF_002005405.1)




Saccharofermentans sp003149065 (RS_GCF_003149065.1)

Saccharofermentans sp001604135 (GB_GCA_001604135.1)

— S 5 ccharofermentans sp000621765 (RS_GCF_000621765.1)

— S accharofermentans sp900107185 (RS_GCF_900107185.1)

Saccharofermentans sp002450155 (GB_GCA_002450155.1)

p— S 2, charofermentans sp002394605 (GB_GCA_002394605.1)

— S 2, ccharofermentans sp002371375 (GB_GCA_002371375.1)

— S 5 ccharofermentans sp900099715 (RS_GCF_900099715.1)

Saccharofermentans sp900176545 (RS_GCF_900176545.1)

— S 2 ccharofermentans sp900111435 (RS_GCF_900111435.1)

Saccharofermentans sp003543635 (GB_GCA_003543635.1)

Saccharofermentans sp900313405 (GB_GCA_900313405.1)

pr— S 5 ccharofermentans sp900314745 (GB_GCA_900314745.1)

— S 2, charofermentans sp002450095 (GB_GCA_002450095.1)



Bacteroides rodentium (RS_GCF_000614125.1)

Bacteroides uniformis (RS_GCF_000154205.1)
Bacteroides sp002491635 (RS_GCF_004793475.1)
Bacteroides sp902388495 (GB_GCA_902388495.1)

pe—— o cteroides fluxus (RS_GCF_000195635.1)

—B 3 cteroides helcogenes (RS_GCF_000186225.1)
Bacteroides sp900555635 (GB_GCA_900555635.1)

B3 cteroides heparinolyticus (RS_GCF_004342845.1)

—— B o cteroides zoogleoformans (RS_GCF_002998435.1)

B acteroides sp003545565 (RS_GCF_003438615.1)

B acteroides stercoris (RS_GCF_000154525.1)

Bacteroides clarus (RS_GCF_900129655.1)

Bacteroides eggerthii (RS_GCF_000155815.1)

et b 3 cteroides gallinarum (RS_GCF_000374365.1)

Bacteroides cutis (RS_GCF_900241005.1)

B 5 cteroides togonis (RS_GCF_900130135.1)

—— B 5 cteroides massiliensis_A (RS_GCF_900128475.1)

pr— 5 cteroides sp900553815 (GB_GCA_900553815.1)

Bacteroides sp002160055 (RS_GCF_002160055.1)

Bacteroides ndongoniae (RS_GCF_900108345.1)

Bacteroides sp900556215 (RS_GCF_902364365.1)
Bacteroides intestinalis_A (RS_GCF_003464595.1)
Bacteroides sp900557355 (GB_GCA_900557355.1)
Bacteroides intestinalis (RS_GCF_000172175.1)
Bacteroides sp900552405 (GB_GCA_900552405.1)
Bacteroides timonensis (RS_GCF_000513195.1)
Bacteroides cellulosilyticus (RS_GCF_000158035.1)

e Bacteroides stercorirosoris (RS_GCF_000614165.1)

B acteroides oleiciplenus (RS_GCF_000315485.1)

— B 2 cteroides sp002293435 (GB_GCA_002293435.1)

Bacteroides sp900766195 (GB_GCA_900766195.1)

Bacteroides sp007896885 (RS_GCF_007896885.1)



B=Clostridium_H novyi_A (RS_GCF_003614235.1)

Clostridium_H botulinum_A (RS_GCF_001266905.1)

Clostridium_H botulinum_B (RS_GCF_000204565.1)

pe C|0stridium_H massiliodielmoense (RS_GCF_900176615.1)

Clostridium_H novyi (RS_GCF_000014125.1)

lostridium_H bovifaecis (GB_GCA_009738435.1)

lostridium_H thermopalmarium (RS_GCF_002995795.1)

lostridium_H homopropionicum (RS_GCF_001263795.1)



UBA636 sp900321955 (GB_GCA_900321955.1)

UBAG636 sp002362065 (GB_GCA_002362065.1)

UBA636 sp902795875 (GB_GCA_902795875.1)

UBA636 sp902803275 (GB_GCA_902803275.1)

UBA636 sp902803055 (GB_GCA_902803055.1)

UBA636 sp902803785 (GB_GCA_902803785.1)

UBA636 sp902795865 (GB_GCA_902795865.1)

UBA636 sp902796525 (GB_GCA_902796525.1)

UBA636 sp900546285 (GB_GCA_900546285.1)

UBA636 sp002299675 (GB_GCA_002299675.1)

RQZEO1 sp003858585 (RS_GCF_003858585.1)

UBA636 sp002314515 (GB_GCA_002314515.1)

UBA636 sp002315565 (GB_GCA_002315565.1)



Succinivibrio sp900315395 (GB_GCA_900315395.1)

Succinivibrio sp002449335 (GB_GCA_002449335.1)

Succinivibrio sp000431835 (GB_GCA_000431835.1)

— S CCinivibrio sp900316375 (GB_GCA_900316375.1)

pr— | CCiNiVibrio sp003456415 (GB_GCA_902785325.1)

—— || CCiNiVibrio sp012519775 (GB_GCA_012519775.1)

Succinivibrio sp900317105 (GB_GCA_900317105.1)

Succinivibrio dextrinosolvens_A (RS_GCF_011065405.1)

Succinivibrio dextrinosolvens_B (RS_GCF_900116345.1)

- Succinivibrio dextrinosolvens (RS_GCF_900167015.1)

Succinivibrio sp900316175 (GB_GCA_900316175.1)

Succinivibrio hippei_B (GB_GCA_004556245.1)

Succinivibrio sp902772715 (GB_GCA_902772715.1)

e S CCiNIViDYIO SP900552905 (GB_GCA_900552905.1)

— S CCINIVIDIO SP900548485 (GB_GCA_900548485.1)
_[Succinivibrio sp902776275 (GB_GCA_902776275.1)
Succinivibrio sp900770725 (GB_GCA_900770725.1)

S LiCCiNiVibIi0 sp900767695 (GB_GCA_900767695.1)

— S| CCiNiVibrio hippei_A (GB_GCA_004557545.1)

Succinivibrio sp002473165 (GB_GCA_002473165.1)

Succinivibrio sp900555115 (GB_GCA_900754255.1)

Succinivibrio sp003477345 (GB_GCA_003477345.1)

Anaerobiospirillum_A thomasii (RS_GCF_900445255.1)

Succinatimonas hippei (RS_GCF_000188195.1)

pr— AN 3 erobiospirillum sp900543125 (GB_GCA_900543125.1)

Anaerobiospirillum succiniciproducens (RS_GCF_000482845.1)



UBA7173 sp013316535 (GB_GCA_013316535.1)

e JBA7173 sp001689485 (GB_GCA_001689485.1)

—BA7173 sp013316675 (GB_GCA_013316675.1)

={BA7173 sp900546835 (GB_GCA_900546835.1)

= UBA7173 sp900545955 (GB_GCA_900545955.1)

— 7173 sp900540205 (GB_GCA_900540205.1)



UBA1191 sp902786815 (GB_GCA_902786815.1)

UBA1191 sp902772685 (GB_GCA_902772685.1)

UBA1191 sp902787725 (GB_GCA_902787725.1)

UBA1191 sp002310095 (GB_GCA_002310095.1)

——)BA1191 sp902763505 (GB_GCA_902763505.1)

UBA1191 sp902795135 (GB_GCA_902795135.1)

rUBAllQl $p902797195 (GB_GCA_902797195.1)

lUBA119l $p902783525 (GB_GCA_902783525.1)

UBA1191 sp902796875 (GB_GCA_902796875.1)

UBA1191 sp902766185 (GB_GCA_902766185.1)

UBA1191 sp902797095 (GB_GCA_902797095.1)

UBA1191 sp900542385 (GB_GCA_900542385.1)

UBA1191 sp900549125 (GB_GCA_014306095.1)

UBA1191 sp900066305 (RS_GCF_902362435.1)

— JBA1191 sp900545775 (RS_GCF_014385065.1)

UBA1191 sp900543485 (GB_GCA_900543485.1)

UBA1191 sp012513435 (GB_GCA_012513435.1)



[

I-Ligilactobacillus ruminis (RS_GCF_900113455.1)

Ligilactobacillus ruminis_A (RS_GCF_900110005.1)

Ligilactobacillus murinus (RS_GCF_001591685.1)

Ligilactobacillus animalis (RS_GCF_001434535.1)

Ligilactobacillus apodemi (RS_GCF_001434405.1)

Ligilactobacillus aviarius (RS_GCF_001436315.1)

Ligilactobacillus araffinosus (GB_GCA_001435375.1)

Ligilactobacillus aviarius_B (RS_GCF_001654615.1)

Ligilactobacillus salivarius (RS_GCF_001435955.1)

Ligilactobacillus hayakitensis (RS_GCF_000615845.1)



Seleniivibrio woodruffii (RS_GCF_004339245.1)

Seleniivibrio sp002452405 (GB_GCA_002452405.1)

e Seleniiviibrio sp002452335 (GB_GCA_002452335.1)

e Deeniitrovibrio sp002869145 (GB_GCA_002869145.1)

— D enitrovibrio acetiphilus (RS_GCF_000025725.1)

Denitrovibrio sp002869185 (GB_GCA_002869185.1)

Geovibrio thiophilus (RS_GCF_004087915.1)

Geovibrio sp001603805 (GB_GCA_001603805.1)

ATWFO1 sp000421105 (RS_GCF_000421105.1)

Flexistipes sp002338145 (GB_GCA_002338145.1)

Flexistipes sinusarabici (RS_GCF_000218625.1)

Calditerrivibrio nitroreducens_A (GB_GCA_002878065.1)

= Calditerrivibrio nitroreducens (RS_GCF_000183405.1)

UBA228 sp002402635 (GB_G!

Deferribacter autotrophicus (RS_GCF_008362905.1)

Deferribacter desulfuricans (RS_GCF_000010985.1)

Mucispirillum schaedleri (RS_GCF_000487995.1)

Desulfurispira natronophila (RS_GCF_014203025.1)

Desulfurispirillum indicum (RS_GCF_000177635.2)

Chrysiogenes arsenatis (RS_GCF_000469585.1)

r B14-G1 sp011039915 (GB_GCA_011039915.1)

L B14-G1 sp003648675 (GB_GCA_003648675.1)

JAADEWO01 sp013153205 (GB_GCA_013153205.1)

Thermosulfidibacter takaii (RS_GCF_001547735.1)



Eubacterium_M sp900540015 (GB_GCA_900540015.1)

Eubacterium_M brachy (RS_GCF_000488855.1)

RUG13615 sp902790905 (GB_GCA_902790905.1)

RUG100 sp900315555 (GB_GCA_900315555.1)

UBA3738 sp902803725 (GB_GCA_902803725.1)

UBA3738 sp002372505 (GB_GCA_002372505.1)



|—UBA733 sp900767605 (RS_GCF_900767605.1)

L UBA733 sp900539595 (GB_GCA_900539595.1)

UBA733 sp900317295 (GB_GCA_900317295.1)

UBA733 sp900321535 (GB_GCA_900321535.1)

UBA733 sp002472275 (GB_GCA_002472275.1)

|—UBA733 Sp900767825 (RS_GCF_900767825.1)

I-UBA733 $p900550795 (GB_GCA_900550795.1)

UBA733 sp003512585 (GB_GCA_003512585.1)

UBA733 sp902773005 (GB_GCA_902773005.1)

UBA733 sp902803375 (GB_GCA_902803375.1)

UBA733 sp900317165 (GB_GCA_900317165.1)



W1P20-047 sp004555335 (GB_GCA_004555335.1)

CACXMZ01 sp902768975 (GB_GCA_902768975.1)

CACXMZ01 sp902767025 (GB_GCA_902767025.1)

RUG013 sp001486445 (RS_GCF_001486445.1)

Cryptobacterium curtum (RS_GCF_000023845.1)

Denitrobacterium detoxificans (RS_GCF_001643775.1)

UBA5808 sp903789415 (GB_GCA_903789415.1)

UBA5808 sp002417975 (GB_GCA_002417975.1)



Clostridium sp900539375 (GB_GCA_900539375.1)

Clostridium sp900317445 (GB_GCA_900317445.1)

e Cl0tridlium sp902785295 (GB_GCA_902785295.1)

lostridium sp012519155 (GB_GCA_012519155.1)

lostridium paraputrificum (RS_GCF_900447045.1)

lostridium sp012519845 (GB_GCA_012519845.1)

lostridium sp900116755 (RS_GCF_900116755.1)

lostridium sp007115085 (RS_GCF_007115085.1)

lostridium vincentii (RS_GCF_002995745.1)

ke Cl0stridium sp000498355 (RS_GCF_000498355.1)

Clostridium baratii (RS_GCF_000789395.1)

lostridium thermobutyricum (RS_GCF_002050515.1)



_ECampylobacter_D jejuni_D (RS_GCF_014305285.1)
Campylobacter_D jejuni (RS_GCF_001457695.1)

Campylobacter_D jejuni_A (GB_GCA_000163995.1)

_I_Campylobacter_D hepaticus_A (RS_GCF_009362725.1)
Campylobacter_D hepaticus (RS_GCF_001687475.2)
Campylobacter_D taeniopygiae (RS_GCF_005406225.1)
_rCampylobacterfD aviculae (RS_GCF_005406215.1)
— C ampylobacter_D estrildidarum (RS_GCF_005406205.1)
Campylobacter_D coli_B (RS_GCF_001492295.1)

Campylobacter_D coli (RS_GCF_000254135.1)
Campylobacter_D coli_A (RS_GCF_000470055.1)

— C ampylobacter_D jejuni_B (RS_GCF_002179165.1)

Campylobacter_D sp004378855 (RS_GCF_004378855.1)

_:ampylobacter_D upsaliensis (RS_GCF_900637395.1)
Campylobacter_D sp002738235 (RS_GCF_002738235.1)

Campylobacter_D helveticus (RS_GCF_002080395.1)

Campylobacter_D sp008633915 (RS_GCF_008633915.1)

Campylobacter_D cuniculorum (RS_GCF_002104335.1)

Campylobacter_D novaezeelandiae (RS_GCF_004323845.1)
r~— Campylobacter_D sp900772495 (GB_GCA_900772495.1)

I—Campylobacter_D sp900539255 (GB_GCA_900539255.1)

Campylobacter_D troglodytis (RS_GCF_006864425.1)
= Campylobacter_D sp006864535 (RS_GCF_006864535.1)

I—Campylobacter_D sp006864455 (RS_GCF_006864455.1)

Campylobacter_D sp006864365 (RS_GCF_006864365.1)

Campylobacter_D avium (RS_GCF_002238335.1)
Campylobacter_D lari (RS_GCF_013372185.1)

Campylobacter_D concheus (RS_GCF_008245025.1)

Campylobacter_D lari_D (RS_GCF_004357905.1)

Campylobacter_D jejuni_C (RS_GCF_002179635.1)

Campylobacter_D lari_C (RS_GCF_001017575.1)

Campylobacter_D ornithocola (RS_GCF_013201605.1)
Campylobacter_D sp003627915 (RS_GCF_003627915.1)
Campylobacter_D subantarcticus (RS_GCF_000816305.1)
Campylobacter_D armoricus (RS_GCF_013372105.1)

Campylobacter_D sp000816245 (RS_GCF_000816245.1)
— C 2 mpylobacter_D peloridis (RS_GCF_000816785.1)

_ECamponbacter_D volucris (RS_GCF_008245045.1)
Campylobacter_D volucris_A (RS_GCF_008011665.1)

Campylobacter_D insulaenigrae (RS_GCF_000816185.1)



Finegoldia magna_F (RS_GCF_000159695.1)

Finegoldia magna_H (RS_GCF_000010185.1)

Finegoldia magna (RS_GCF_003182075.1)

Finegoldia sp900766215 (GB_GCA_900766215.1)

JAAZMEO1 sp012798975 (GB_GCA_012798975.1)

Miniphocibacter massiliensis (RS_GCF_900232905.1)

Miniphocibacter sp012841535 (GB_GCA_012841535.1)

Lagierella massiliensis (RS_GCF_001407835.1)

e Parvimonas micra (RS_GCF_900637905.1)

— Parvimonas sp000214475 (RS_GCF_000214475.1)

— Parvimonas sp000223315 (RS_GCF_000223315.1)

Parvimonas sp001553085 (RS_GCF_001553085.1)

Parvimonas sp001552895 (RS_GCF_001552895.1)



Bacteroides sp900761785 (GB_GCA_900761785.1)

Bacteroides sp012113595 (RS_GCF_012113595.1)
Bacteroides congonensis (RS_GCF_900130125.1)
Bacteroides acidifaciens_A (RS_GCF_903181435.1)
Bacteroides sp900765785 (GB_GCA_900765785.1)
Bacteroides acidifaciens (RS_GCF_000613385.1)
Bacteroides sp900766005 (GB_GCA 900766005.1)
Bacteroides sp902362375 (RS_GCF_902362375.1)
Bacteroides sp003463205 (RS_GCF_014334015.1)
Bacteroides ovatus (RS_GCF_001314995.1)
Bacteroides caecimuris (RS_GCF_001688725.2)
Bacteroides xylanisolvens (GB_GCA_000210075.1)
Bacteroides sp007097645 (RS_GCF_009193295.2)
Bacteroides sp900066265 (RS_GCF_009193325.2)

= Bacteroides finegoldii (RS_GCF_000156195.1)

Bacteroides sp900556625 (GB_GCA_900556625.1)

Bacteroides caccae (RS_GCF_002222615.2)

—— o cteroides sp900547205 (GB_GCA_900547205.1)

Bacteroides faecis (RS_GCF_900106755.1)

Bacteroides thetaiotaomicron (RS_GCF_000011065.1)
Bacteroides sp900755095 (GB_GCA_900755095.1)

Bacteroides sp003865075 (RS_GCF_003865075.1)

Bacteroides faecichinchillae (RS_GCF_000614145.1)
Bacteroides bouchesdurhonensis (RS_GCF_900155865.1)

|—Bacteroides pyogenes_A (RS_GCF_014196225.1)

I—Bacteroides pyogenes (RS_GCF_000428105.1)

| Bacteroides sp009929715 (GB_GCA_009929715.1)

Bacteroides reticulotermitis (RS_GCF_000517545.1)
rBaeteroides sp900762525 (GB_GCA_900762525.1)
Bacteroides nordii (RS_GCF_000613465.1)

_hBacteroides sp900760255 (GB_GCA_900760255.1)

Bacteroides salyersiae (RS_GCF_000381365.1)

Bacteroides sp014385165 (GB_GCA_014385165.1)

Bacteroides sp002471195 (GB_GCA_002471195.1)

Bacteroides sp002471185 (GB_GCA_002471185.1)



Lawsonibacter sp900754605 (GB_GCA_900754605.1)

| awsonibacter sp900764755 (GB_GCA_900764755.1)

awsonibacter sp902363045 (RS_GCF_902363045.1)

awsonibacter sp900066825 (RS_GCF_003573975.1)

=__awsonibacter sp900545895 (GB_GCA_900545895.1)

== awsonibacter sp002160305 (RS_GCF_002160305.1)



UBA1191 sp902786815 (GB_GCA_902786815.1)

UBA1191 sp902772685 (GB_GCA_902772685.1)

UBA1191 sp902787725 (GB_GCA_902787725.1)

UBA1191 sp002310095 (GB_GCA_002310095.1)

UBA1191 sp902763505 (GB_GCA_902763505.1)

UBA1191 sp902795135 (GB_GCA_902795135.1)

[~ UBAL191 sp902797195 (GB_GCA_902797195.1)

I' UBA1191 sp902783525 (GB_GCA_902783525.1)

UBA1191 sp902796875 (GB_GCA_902796875.1)

UBA1191 sp902766185 (GB_GCA_902766185.1)

UBA1191 sp902797095 (GB_GCA_902797095.1)

UBA1191 sp900542385 (GB_GCA_900542385.1)

UBA1191 sp900549125 (GB_GCA_014306095.1)

UBA1191 sp900066305 (RS_GCF_902362435.1)

UBA1191 sp900545775 (RS_GCF_014385065.1)

UBA1191 sp900543485 (GB_GCA_900543485.1)

UBA1191 sp012513435 (GB_GCA_012513435.1)

BX12 sp014333425 (RS_GCF_014333425.1)

| BX12 sp009911365 (RS_GCF_009911365.1)

— B X 12 5p902363595 (RS_GCF_902363595.1)

Eubacterium_M sp900540015 (GB_GCA_900540015.1)

Eubacterium_M brachy (RS_GCF_000488855.1)

RUG13615 sp902790905 (GB_GCA_902790905.1)

RUG100 sp900315555 (GB_GCA_900315555.1)

UBA3738 sp902803725 (GB_GCA_902803725.1)

UBA3738 sp002372505 (GB_GCA_002372505.1)

UBA1422 sp012515135 (GB_GCA_012515135.1)

UBA1422 sp002304835 (GB_GCA_002304835.1)



Bulleidia sp902761625 (GB_GCA_902761625.1)
E Bulleidia sp000701725 (RS_GCF_000701725.1)
Bulleidia sp902775735 (GB_GCA_902775735.1)

Bulleidia sp902786245 (GB_GCA_902786245.1)
I Bulleidia sp900320455 (GB_GCA_900320455.1)

[ Bulleidia 5p902793635 (GB_GCA_902793635.1)
e BUilleidlia SP902778375 (GB_GCA_902778375.1)
Bulleidia sp902784015 (GB_GCA_902784015.1)

L Bulleidia sp902766675 (GB_GCA_902766675.1)
Bulleidia sp902766005 (GB_GCA_902766005.1)
—1 Bulleidia sp900315225 (GB_GCA_900315225.1)
Bulleidia sp902766435 (GB_GCA_902766435.1)

[ Bulleidia Sp902796465 (GB_GCA_902796465.1)
e Bulleidia SP902782955 (GB_GCA_902782955.1)

I Bulleidia sp900315065 (GB_GCA_900315065.1)
Bulleidia sp012516665 (GB_GCA_012516665.1)
Bulleidia sp900539965 (GB_GCA 014610835.1)
Bulleidia massiliensis_A (RS_GCF_900343155.1)
L Bulleidia sp900319505 (GB_GCA_900319505.1)

= Bulleidia sp900554555 (GB_GCA_900554555.1)
—_ Bulleidia moorei (RS_GCF_000425005.1)

Bulleidia extructa (RS_GCF_000177375.1)

— Bulleidia sp900770275 (RS_GCF_900770275.1)
b Bulleidia timonensis (RS_GCF_900240265.1)

Bulleidia sp900314345 (GB_GCA_900314345.1)

[ Bulleidia sp900314905 (GB_GCA_900314905.1)
| S Bulleidia massiliensis_B (RS_GCF_900290205.1)
Bulleidia sp903789495 (GB_GCA_903789495.1)

Bulleidia sp009929095 (GB_GCA_009929095.1)
I Bulleidia sp003446295 (GB_GCA_003446295.1)

[~ Bulleidia sp902795905 (GB_GCA_902795905.1)
b Bulleidia sp002372175 (GB_GCA_002372175.1)
Bulleidia sp902797775 (GB_GCA_902797775.1)

UBA9076 sp003537975 (GB_GCA_012523895.1)

UBA9076 sp012513225 (GB_GCA_012513225.1)

—E Holdemania sp900120005 (RS_GCF_900120005.1)
Holdemania filiformis (RS_GCF_000157995.1)

Holdemania massiliensis (RS_GCF_000327285.1)
Anaerorhabdus furcosa (RS_GCF_900167375.1)



Vagococcus_A sp005145005 (RS_GCF_005145005.1)

—\/ag0COCCUS_A sp004792515 (RS_GCF_004792515.1)

Vagococcus_A elongatus (RS_GCF_003987645.1)

Vagococcus_A lutrae (RS_GCF_003987555.1)

Vagococcus_C humatus (RS_GCF_003950325.1)

Vagococcus_D sp011303955 (RS_GCF_011303955.1)

— /3,0 0CcOCCUS_D fessus (RS_GCF_003987565.1)

Vagococcus_D salmoninarum (RS_GCF_003987495.1)



Sporosarcina sp002743375 (RS_GCF_002743375.1)

Sporosarcina sp002743255 (RS_GCF_002743255.1)
Sporosarcina ureae_B (RS_GCF_002101375.1)
Sporosarcina ureae_A (RS_GCF_002082015.1)
Sporosarcina ureae (RS_GCF_000425545.1)
Sporosarcina sp002743335 (RS_GCF_002743335.1)
Sporosarcina ureae_C (RS_GCF_002109325.1)

— SOr0Sarcina sp002077155 (RS_GCF_002077155.1)

Sporosarcina sp003351785 (RS_GCF_003351785.1)
_:Sporosarcina sp002743055 (RS_GCF_002743055.1)

Sporosarcina sp009651005 (RS_GCF_009651005.1)
_:porosarcina newyorkensis (RS_GCF_000220335.1)

— S 0r0Sarcina sp009650995 (RS_GCF_009650995.1)

Sporosarcina sp000813425 (RS_GCF_000813425.1)
Sporosarcina sp000586555 (RS_GCF_000586555.1)
Sporosarcina sp003384035 (RS_GCF_003384035.1)

_|_ Sporosarcina koreensis_B (RS_GCF_000826145.2)
Sporosarcina luteola (RS_GCF_007991495.1)
_|_ Sporosarcina koreensis_C (RS_GCF_001531445.1)

Sporosarcina luteola_A (RS_GCF_014204635.1)

—E Sporosarcina sp014282005 (RS_GCF_014282005.1)
Sporosarcina psychrophila (RS_GCF_001590685.1)

— Sporosarcina sp008369195 (RS_GCF_008369195.1)

— S 0r0sarcina sp013408665 (RS_GCF_013408665.1)

Sporosarcina tadaridae (RS_GCF_900609045.1)

Sporosarcina sp001563475 (RS_GCF_001563475.1)

Sporosarcina sp000829195 (RS_GCF_000829195.1)
f— Sporosarcina pasteurii (RS_GCF_900457495.1)

—_ Sporosarcina ureilytica (RS_GCF_001753205.1)

Sporosarcina sp013184495 (RS_GCF_013184495.1)

Sporosarcina sp009740415 (RS_GCF_009740415.1)
Bhargavaea cecembensis_A (RS_GCF_001619585.1)

Bhargavaea cecembensis (RS_GCF_000348905.1)

Bhargavaea sp009761675 (RS_GCF_009761675.1)

Bhargavaea beijingensis (RS_GCF_900101985.1)
— Bhargavaea ginsengi (RS_GCF_900109165.1)

[ Bhargavaea lindanitolerans (RS_GCF_900156305.1)
1

Bhargavaea cecembensis_B (RS_GCF_000826125.2)



Clostridium sp900547475 (GB_GCA_900547475.1)
Clostridium cuniculi (RS_GCF_004353185.1)
Clostridium sp900543325 (GB_GCA_900543325.1)

r

LCIostridium sp900766315 (GB_GCA_900766315.1)

pr—C|0StridiUM SP900540255 (GB_GCA_900540255.1)

b C|0stridium saudiense (RS_GCF_000577815.1)

—— C|0stridium celatum (RS_GCF_000320405.1)

e C |0 tridium sp001916075 (RS_GCF_014287815.1)

e Clostridium sp000435835 (GB_GCA_000435835.1)

= Clostridium sp000753455 (RS_GCF_000753455.2)

s C|0stridium disporicum_A (RS_GCF_001405015.1)

Clostridium sp900759995 (GB_GCA_900759995.1)

— C|0stridium nigeriense (RS_GCF_900086595.1)

—— C|0Stridium sartagoforme_B (RS_GCF_004794105.1)

pr— C|0stridium tertium (RS_GCF_900217175.1)

— C|0stridium sartagoforme_A (RS_GCF_000401215.1)

pr—C|0stridium sp012520205 (GB_GCA_012520205.1)

— C |0stridium isatidis (RS_GCF_002285495.1)

[CIostridium septicum (RS_GCF_003606265.1)

[Clostridium chauvoei (RS_GCF_002327185.1)

lostridium gasigenes (RS_GCF_900104115.1)



Clostridium sp900547475 (GB_GCA_900547475.1)
Clostridium cuniculi (RS_GCF_004353185.1)

Clostridium sp900543325 (GB_GCA_900543325.1)

Clostridium sp900766315 (GB_GCA_900766315.1)

lostridium sp900540255 (GB_GCA_900540255.1)

lostridium saudiense (RS_GCF_000577815.1)

b C |0stridium celatum (RS_GCF_000320405.1)

l—CIostridium sp001916075 (RS_GCF_014287815.1)

I—CIostridium $p000435835 (GB_GCA_000435835.1)

[Clostridium sp000753455 (RS_GCF_000753455.2)

m C|0stridium disporicum_A (RS_GCF_001405015.1)

e C |0 triclium sp900759995 (GB_GCA_900759995.1)

— C |0Stridium nigeriense (RS_GCF_900086595.1)

— C |0Stridium sartagoforme_B (RS_GCF_004794105.1)

pr— C|0stridium tertium (RS_GCF_900217175.1)

— C |0stridium sartagoforme_A (RS_GCF_000401215.1)

pr—C |0stridium sp012520205 (GB_GCA_012520205.1)

—— C |0stridium isatidis (RS_GCF_002285495.1)

[CIOStridium septicum (RS_GCF_003606265.1)

IClostridium chauvoei (RS_GCF_002327185.1)

lostridium gasigenes (RS_GCF_900104115.1)




] e Otgalicoccus coquinae (RS_GCF_014207425.1)

— o 0tgalicoccus saudimassiliensis (RS_GCF_000756715.1)

e ] e 0tgalicoccus sp003513765 (GB_GCA_003513765.1)

— ] c0tgalicoccus psychrophilus (RS_GCF_000425845.1)

Jeotgalicoccus halotolerans (RS_GCF_003387165.1)

Jeotgalicoccus nanhaiensis (RS_GCF_004570955.1)

— ] c Otgalicoccus aerolatus (RS_GCF_014635205.1)

Jeotgalicoccus sp903994045 (RS_GCF_903994045.1)

Jeotgalicoccus marinus (RS_GCF_000425825.1)



Sporosarcina sp002743375 (RS_GCF_002743375.1)

Sporosarcina sp002743255 (RS_GCF_002743255.1)

Sporosarcina ureae_B (RS_GCF_002101375.1)

Sporosarcina ureae_A (RS_GCF_002082015.1)

Sporosarcina ureae (RS_GCF_000425545.1)

Sporosarcina sp002743335 (RS_GCF_002743335.1)

— Sporosarcina ureae_C (RS_GCF_002109325.1)

— S DOrosarcina sp002077155 (RS_GCF_002077155.1)

pr—S0rosarcina sp003351785 (RS_GCF_003351785.1)

— SDOrosarcina sp002743055 (RS_GCF_002743055.1)

pr— S )0rosarcina sp009651005 (RS_GCF_009651005.1)

— Sn0rosarcina newyorkensis (RS_GCF_000220335.1)

— S 0r0Sarcina sp009650995 (RS_GCF_009650995.1)

Sporosarcina sp000813425 (RS_GCF_000813425.1)

Sporosarcina sp000586555 (RS_GCF_000586555.1)

Sporosarcina sp003384035 (RS_GCF_003384035.1)

Sporosarcina koreensis_B (RS_GCF_000826145.2)

Sporosarcina luteola (RS_GCF_007991495.1)

— S0 0rosarcina koreensis_C (RS_GCF_001531445.1)

Sporosarcina luteola_A (RS_GCF_014204635.1)



Ruminococcus_E sp900317315 (GB_GCA_900317315.1)
Ruminococcus_E sp900316815 (GB_GCA_900316815.1)
Ruminococcus_E sp902777275 (GB_GCA_902777275.1)
Ruminococcus_E sp902784855 (GB_GCA_902784855.1)
Ruminococcus_E sp900318905 (GB_GCA_900318905.1)
-ERuminococcus_E sp900316435 (GB_GCA_900316435.1)
R uminococcus_E sp900315195 (GB_GCA_900315195.1)
— 2 yminococcus_E sp902776375 (GB_GCA_902776375.1)
Ruminococcus_E sp902794395 (GB_GCA_902794395.1)
Ruminococcus_E sp900317595 (GB_GCA_900317595.1)
Ruminococcus_E sp902799325 (GB_GCA_902799325.1)
Ruminococcus_E sp902797525 (GB_GCA_902797525.1)
Ruminococcus_E sp902767325 (GB_GCA_902767325.1)
— R U minococcus_E sp900317875 (GB_GCA_900317875.1)
Ruminococcus_E sp902798365 (GB_GCA 902798365.1)

Ruminococcus_E sp902765625 (GB_GCA_902765625.1)
_:Ruminococcus_E sp900316555 (GB_GCA_900316555.1)
Ruminococcus_E sp900320415 (GB_GCA_900320415.1)
_:Ruminococcus_E sp900100595 (RS_GCF_900100595.1)
Ruminococcus_E sp902774325 (GB_GCA_902774325.1)
- _I Ruminococcus_E sp902761375 (GB_GCA_902761375.1)

Ruminococcus_E sp902798605 (GB_GCA_902798605.1)
_:Ruminococcus_E sp900319655 (GB_GCA_900319655.1)
—— R L Minococcus_E sp902767845 (GB_GCA_902767845.1)

Ruminococcus_E sp902792105 (GB_GCA_902792105.1)
_:Ruminococcus_E sp900318495 (GB_GCA_900318495.1)
Ruminococcus_E sp003520555 (GB_GCA_003520555.1)
Ruminococcus_E sp900315085 (GB_GCA_900315085.1)

Ruminococcus_E sp902790475 (GB_GCA_902790475.1)
Ruminococcus_E sp900315605 (GB_GCA_900315605.1)
Ruminococcus_E sp900543095 (GB_GCA_900543095.1)
_:Ruminococcus_E bromii_A (RS_GCF_900101355.1)
Ruminococcus_E sp003521625 (GB_GCA_003521625.1)
Ruminococcus_E sp002491825 (GB_GCA_002491825.1)
Ruminococcus_E sp902766885 (GB_GCA_902766885.1)
Ruminococcus_E bromii_B (RS_GCF_002834235.1)

Ruminococcus_E bromii (RS_GCF_002834225.1)
Ruminococcus_E sp902771755 (GB_GCA_902771755.1)

Ruminococcus_E sp902766775 (GB_GCA_902766775.1)
— R U minococcus_E sp002493005 (GB_GCA_002493005.1)

Ruminococcus_E sp002493635 (GB_GCA_002493635.1)

Ruminococcus_E sp003526955 (RS_GCF_014288065.1)

Ruminococcus_E sp003438075 (RS_GCF_003438075.1)
— R U minococcus_E sp900755995 (RS_GCF_900755995.1)




Peptoniphilus_A vaginalis (RS_GCF_900176605.1)

Peptoniphilus_A harei_A (RS_GCF_000183565.1)

b Peptoniphilus_A harei (RS_GCF_900454685.1)

Peptoniphilus_A phoceensis (RS_GCF_001517665.2)

Peptoniphilus_A timonensis (RS_GCF_000312025.1)

Peptoniphilus_A sp900538655 (GB_GCA_900538655.1)

Peptoniphilus_A grossensis (RS_GCF_000311825.1)

Peptoniphilus_A senegalensis (RS_GCF_000321025.1)

Peptoniphilus_A grossensis_A (RS_GCF_001940285.1)

— D e ptoniphilus_A lacydonensis (RS_GCF_900106515.1)

Peptoniphilus_A raoultii (RS_GCF_900099555.1)

Peptoniphilus_A lacrimalis (RS_GCF_000378725.1)

Anaerosphaera aminiphila (RS_GCF_900129925.1)

Anaerosphaera multitolerans (RS_GCF_004006535.1)

Anaerosphaera mikwangii (RS_GCF_000468535.1)

Peptoniphilus_E catoniae (RS_GCF_901447155.2)

Peptoniphilus_E obesi (RS_GCF_000311865.1)

Peptoniphilus_E sp000952975 (RS_GCF_000952975.1)

pr— Peptoniphilus asaccharolyticus (RS_GCF_900176115.1)

Peptoniphilus indolicus (RS_GCF_000227315.1)



Angelakisella sp900547385 (GB_GCA_900547385.1)

Angelakisella sp003453215 (GB_GCA_003453215.1)

Angelakisella sp004554485 (GB_GCA_004554485.1)

Angelakisella massiliensis (RS_GCF_900104675.1)

Angelakisella sp013316495 (GB_GCA_013316495.1)
[~ D5 sp900113995 (RS_GCF_900113995.1)

L D5 sp014385025 (GB_GCA_014385025.1)

UBA1404 sp002305075 (GB_GCA_002305075.1)

Anaerotruncus rubiinfantis (RS_GCF_900078395.1)

Anaerotruncus sp000403395 (RS_GCF_000403395.2)

Anaerotruncus massiliensis_A (RS_GCF_900186535.1)
~™ Anaerotruncus colihominis_A (RS_GCF_010206195.1)

| S Anaerotruncus colihominis (RS_GCF_000154565.1)

Anaerotruncus massiliensis (RS_GCF_900199635.1)

Anaerotruncus sp003612625 (RS_GCF_003612625.1)

Anaerotruncus sp014385085 (GB_GCA_014385085.1)

[ WRAVO01 sp009784625 (GB_GCA_009784625.1)

WRAVO01 sp009780025 (GB_GCA_009780025.1)

WRAVO01 sp009776345 (GB_GCA_009776345.1)

WRAVO01 sp009777635 (GB_GCA_009777635.1)

—
b UMGS966 5p900547185 (GB_GCA_900547185.1)

UMGS966 sp900761965 (RS_GCF_900761965.1)
Phocea massiliensis (RS_GCF_900104615.1)

Marseille-P2935 sp900104565 (RS_GCF_900104565.1)

_: Negativibacillus sp900547015 (GB_GCA_900547015.1)
Negativibacillus massiliensis (RS_GCF_900148495.1)

_: Negativibacillus sp900547455 (GB_GCA_900547455.1)
Negativibacillus sp000435195 (GB_GCA_000435195.1)

Harryflintia acetispora (RS_GCF_004340125.1)

Hydrogenoanaerobacterium sp014384885 (GB_GCA_014384885.1)

Hydrogenoanaerobacterium saccharovorans (RS_GCF_003814745.1)

[~ UBA3818 sp900557155 (GB_GCA_900557155.1)

o — UBA3818 sp002369315 (GB_GCA_002369315.1)

_: UMGS1668 sp900553955 (GB_GCA_900553955.1)
UMGS1668 sp004556975 (GB_GCA_004556975.1)

UMGS1668 sp900768105 (RS_GCF_900768105.1)

Angelakisella sp900552845 (GB_GCA_900552845.1)
Angelakisella sp004557855 (GB_GCA_004557855.1)



e UBAA372 5p002297545 (GB_GCA_002297545.1)

UBA4372 sp900770805 (GB_GCA_900770805.1)

e JBA4372 sp900313335 (GB_GCA_900313335.1)

UBA4372 sp002450165 (GB_GCA_002450165.1)

UBA4372 sp002373535 (GB_GCA_002373535.1)

UBA4372 sp902784475 (GB_GCA_902784475.1)

UBA4372 sp900320435 (GB_GCA_900320435.1)

UBA4372 sp902791295 (GB_GCA_902791295.1)

— ) BA4372 sp902802815 (GB_GCA_902802815.1)



—UBA9502 sp003480315 (RS_GCF_003480315.1)

I—U BA9502 sp003478505 (RS_GCF_003478505.1)

—UBA9502 sp900770535 (RS_GCF_900770535.1)

UBA9502 sp003506385 (RS_GCF_003481985.1)

UBA9502 sp003481825 (RS_GCF_003481825.1)

UBA9502 sp900555625 (GB_GCA_900555625.1)

—UBA9502 Sp900540335 (GB_GCA_900540335.1)

==JBA9502 sp900538475 (GB_GCA_900538475.1)

UBA9502 sp004554205 (GB_GCA_004554205.1)

UBA9502 sp009911065 (RS_GCF_009911065.1)

— ) BA9502 sp003611875 (RS_GCF_003611875.1)

UBA9502 sp003669055 (RS_GCF_003669055.1)



Anaerococcus sp900551095 (GB_GCA_900551095.1)
_:Anaerococcus lactolyticus (RS_GCF_000156575.1)
Anaerococcus sp900258475 (RS_GCF_900258475.1)
Anaerococcus mediterraneensis (RS_GCF_900128415.1)
= Anaerococcus marasmi (RS_GCF_900290195.1)

&= Anaerococcus prevotii (RS_GCF_000024105.1)
Anaerococcus tetradius (RS_GCF_000159095.1)
Anaerococcus prevotii_ A (RS_GCF_000191725.1)
Anaerococcus sp900541365 (GB_GCA_900541365.1)
_:Anaerococcus octavius (RS_GCF_900445265.1)
Anaerococcus nagyae (RS_GCF_003433955.1)
Anaerococcus pacaensis (GB_GCA_000308255.3)
= Anaerococcus urinomassiliensis (RS_GCF_900128425.1)
b= Anaerococcus provencensis (RS_GCF_000312365.2)
Anaerococcus sp900232825 (RS_GCF_900232825.1)

Anaerococcus rubeinfantis (RS_GCF_001487145.1)
Anaerococcus jeddahensis (RS_GCF_001182725.1)
Anaerococcus vaginalis_B (RS_GCF_000307225.1)
Anaerococcus obesiensis (RS_GCF_000311745.1)
Anaerococcus vaginalis (RS_GCF_000163295.1)
Anaerococcus sp900550345 (GB_GCA_900550345.1)
_E Anaerococcus senegalensis (RS_GCF_000321005.1)
Anaerococcus hydrogenalis (RS_GCF_000173355.1)
— A\ 2er0COCCUS SP009696575 (RS_GCF_009696575.1)
= Kallipyga gabonensis (RS_GCF_001286805.1)
L — Kallipyga massiliensis (RS_GCF_000311985.1)
Khoudiadiopia massiliensis (GB_GCA_900290095.1)

_: Murdochiella vaginalis (RS_GCF_900119705.1)
Murdochiella massiliensis (RS_GCF_900059565.1)

Levyella massiliensis (RS_GCF_000308275.2)
Ndongobacter massiliensis (RS_GCF_900120375.1)
I Helcococcus ovis (RS_GCF_004524775.1)
Helcococcus kunzii (RS_GCF_000245755.1)
Helcococcus sueciensis (RS_GCF_000423145.1)

Helcococcus massiliensis (RS_GCF_900258485.1)
JAAYELO1 sp012728755 (GB_GCA_012728755.1)

Finegoldia magna_F (RS_GCF_000159695.1)
I_P Finegoldia magna_H (RS_GCF_000010185.1)

Finegoldia magna (RS_GCF_003182075.1)

Finegoldia sp900766215 (GB_GCA_900766215.1)

JAAZMEO1 sp012798975 (GB_GCA_012798975.1)
Miniphocibacter massiliensis (RS_GCF_900232905.1)

‘_|_ Miniphocibacter sp012841535 (GB_GCA_012841535.1)

Lagierella massiliensis (RS_GCF_001407835.1)
Parvimonas micra (RS_GCF_900637905.1)
_E Parvimonas sp000214475 (RS_GCF_000214475.1)

Parvimonas sp000223315 (RS_GCF_000223315.1)

— Parvimonas sp001553085 (RS_GCF_001553085.1)
Parvimonas sp001552895 (RS_GCF_001552895.1)

JAAYQAO1 sp012519495 (GB_GCA_012519495.1)

W5053 sp000467935 (RS_GCF_000467935.1)



Holdemanella sp900754615 (GB_GCA_900754615.1)

Holdemanella sp003458715 (RS_GCF_003458715.1)
Holdemanella sp002299315 (RS_GCF_003469815.1)
Holdemanella sp003436425 (RS_GCF_003436425.1)

Holdemanella sp900551285 (GB_GCA_900551285.1)
Holdemanella biformis (RS_GCF_000156655.1)
Holdemanella sp900547815 (GB_GCA_900547815.1)

VUMMO1 sp009696175 (RS_GCF_009696175.1)

Faecalitalea cylindroides (RS_GCF_000469305.1)

[Faecalicoccus sp900546545 (RS_GCF_902399855.1)
Faecalicoccus pleomorphus (RS_GCF_000420345.1)

Faecalicoccus acidiformans (RS_GCF_014202635.1)

RUG11795 rhusiopathiae_A (GB_GCA_902772725.1)

Absicoccus porci (RS_GCF_003725415.1)

_|_Absicoccus sp000434355 (RS_GCF_003480165.1)

Catenisphaera adipataccumulans (RS_GCF_014202755.1)

RUG14284 rhusiopathiae_A (RS_GCF_902797585.1)

UBA4312 sp002394635 (GB_GCA_002394635.1)

_:Dubosiella sp004793885 (RS_GCF_004793885.1)
Dubosiella sp000403415 (RS_GCF_000403415.2)

Dubosiella newyorkensis (RS_GCF_001945605.1)

lleibacterium valens (RS_GCF_001945525.1)

Allobaculum stercoricanis (RS_GCF_000384195.1)

Merdibacter sp900754715 (RS_GCF_900754715.1)
: Merdibacter sp900543035 (GB_GCA_900543035.1)

Merdibacter sp900759455 (RS_GCF_900759455.1)
_: Merdibacter massiliensis (RS_GCF_900155395.1)

Clostridium_AQ innocuum (RS_GCF_012317185.1)
{Clostridium_AQ sp003481775 (RS_GCF_003481775.1)

Clostridium_AQ sp000165065 (RS_GCF_000165065.1)
— C|0St1dIUM_AQ SP900552125 (GB_GCA_900552125.1)

_:Amedibacterium intestinale (RS_GCF_010537335.1)
Longicatena caecimuris (RS_GCF_004341945.1)

Amedibacillus dolichus (RS_GCF_000154285.1)

e NSJ-61 5p003433845 (RS_GCF_014337235.1)

C-19 sp009917405 (RS_GCF_009917405.1)

Faecalibaculum rodentium (RS_GCF_001564455.1)



— ) BA1367 Sp902779675 (GB_GCA_902779675.1)

UBA1367 sp902766835 (GB_GCA_902766835.1)

—UBA1367 5902790135 (GB_GCA_902790135.1)

| JBA1367 Sp902777325 (GB_GCA_902777325.1)

—BA1367 sp902778135 (GB_GCA_902778135.1)

UBA1367 sp002305995 (GB_GCA_002305995.1)



Peptostreptococcus russelli_A (RS_GCF_900110295.1)

Peptostreptococcus russellii (RS_GCF_003012055.1)

p—Pe ptostreptococcus sp900112955 (RS_GCF_900112955.1)

== Peptostreptococcus anaerobius_A (RS_GCF_009695815.1)

Peptostreptococcus canis (RS_GCF_014229965.1)

e cptostreptococcus sp900759325 (GB_GCA_900759325.1)

— P e ptostreptococcus stomatis (RS_GCF_000147675.1)

—P e ptoSstreptococcus sp000758885 (RS_GCF_000758885.1)

Peptostreptococcus anaerobius (RS_GCF_000381525.1)



— S EHO1 004557905 (GB_GCA_004557905.1)

— SFFHO1 Sp004556985 (GB_GCA_004556985.1)

e SFFHO1 Sp004555535 (GB_GCA_004555535.1)

P SFFHO01 sp900542445 (GB_GCA_900542445.1)

e SFFHO1 5p900542395 (GB_GCA_900542395.1)

SFFHO1 sp900548125 (GB_GCA_900548125.1)

pr— G FEHO1 sp902767305 (GB_GCA_902767305.1)

— S =FHO1 sp002395225 (GB_GCA_002395225.1)

SFFHO01 sp900313545 (GB_GCA_900313545.1)

SFFHO1 sp902781095 (GB_GCA_902781095.1)



— -2 e calimonas sp900551895 (GB_GCA_900551895.1)

— 2 calimonas sp000209385 (RS_GCF_902381685.1)

Faecalimonas sp900556835 (GB_GCA_900556835.1)

Faecalimonas sp900555395 (GB_GCA_900555395.1)

Faecalimonas sp900550235 (GB_GCA_900550235.1)

p— 2 ecalimonas sp900550975 (GB_GCA_900550975.1)

b [-aecalimonas phoceensis (RS_GCF_900104635.1)

Faecalimonas sp900316755 (GB_GCA_900316755.1)

Faecalimonas umbilicata (RS_GCF_004346095.1)

— -2 calimonas sp900546325 (GB_GCA_900546325.1)



Alkalibacterium subtropicum (RS_GCF_900112455.1)
_: Alkalibacterium putridalgicola (RS_GCF_900109825.1)

[ Alkalibacterium gilvum (RS_GCF_900109085.1)

—— Alkalibacterium kapii (RS_GCF_007988865.1)

Alkalibacterium sp001885615 (RS_GCF_001885615.1)
E Alkalibacterium pelagium (RS_GCF_900109325.1)
Alkalibacterium thalassium (RS_GCF_900101165.1)
Alkalibacterium sp000585255 (RS_GCF_000585255.1)
Alkalibacterium olivapovliticus (RS_GCF_003003275.1)

Alkalibacterium sp007692455 (GB_GCA_007692455.1)

Alkalibacterium sp002500855 (RS_GCF_009935905.1)
: Marinilactibacillus piezotolerans (RS_GCF_900114235.1)
Marinilactibacillus psychrotolerans (RS_GCF_900101525.1)

Marinilactibacillus piezotolerans_A (RS_GCF_900169305.1)

Atopostipes suicloacalis (RS_GCF_900129085.1)

Allofustis seminis (RS_GCF_000374325.1)

[ Alloiococcus otitis (RS_GCF_000315445.1)
L

Dolosigranulum pigrum (RS_GCF_000245815.1)

Atopococcus tabaci (RS_GCF_000429585.1)

Lacticigenium naphthae (RS_GCF_000425865.1)

Carnobacterium_A mobile (RS_GCF_000744825.1)
Carnobacterium_A sp002418295 (GB_GCA_002418295.1)

— C arnobacterium_A sp001483965 (RS_GCF_001483965.1)

Carnobacterium_A iners (RS_GCF_900177385.1)
_: Carnobacterium_A funditum (RS_GCF_000744185.1)
Carnobacterium_A pleistocenium (RS_GCF_000744285.1)
_: Carnobacterium_A alterfunditum (RS_GCF_000744115.1)
Carnobacterium_A jeotgali (RS_GCF_000745125.1)
Carnobacterium_A viridans (RS_GCF_900102725.1)

Carnobacterium_A sp000195575 (RS_GCF_000195575.1)

Carnobacterium_A inhibens (RS_GCF_000746825.1)

_: Carnobacterium maltaromaticum (RS_GCF_000744945.1)
Carnobacterium gallinarum (RS_GCF_000744375.1)

r Carnobacterium divergens_A (RS_GCF_900258435.1)

L~ camobacterium divergens (RS_GCF_000744255.1)

Isobaculum melis (RS_GCF_900111355.1)
[

b Desemzia incerta (RS_GCF_900115825.1)

Pisciglobus halotolerans (RS_GCF_900113675.1)



I-Romboutsia hominis (RS_GCF_900002575.1)

Romboutsia timonensis (RS_GCF_900106845.1)

Romboutsia ilealis (RS_GCF_900015215.1)

Romboutsia lituseburensis (RS_GCF_900103615.1)

Romboutsia sp000686145 (RS_GCF_000686145.1)

Romboutsia dakarensis (RS_GCF_000499525.1)

Paraclostridium bifermentans (RS_GCF_006802875.1)

Paraclostridium bifermentans_A (RS_GCF_000452245.2)

Paraclostridium benzoelyticum (RS_GCF_001006285.1)

— P 31 aclostridium tenue (RS_GCF_902362945.1)

— P32l 0Stridium sordellii (GB_GCA_000953675.1)

Romboutsia_A weinsteinii (RS_GCF_002250835.2)



Roseburia sp900552665 (GB_GCA_900552665.1)

Roseburia inulinivorans (RS_GCF_000174195.1)

Roseburia sp004562005 (GB_GCA_004562005.1)

Roseburia sp900542495 (GB_GCA_900542495.1)

—— 0seburia sp900756925 (GB_GCA_900756925.1)

Roseburia hominis (RS_GCF_000225345.1)

Roseburia sp900753715 (GB_GCA_900753715.1)

Roseburia intestinalis (RS_GCF_900537995.1)

Roseburia sp003470905 (RS_GCF_003470905.1)

Roseburia sp003483745 (GB_GCA_003483745.1)

Roseburia sp900550935 (GB_GCA_900550935.1)

— 0seburia sp900548205 (GB_GCA_900548205.1)

Roseburia sp001940165 (RS_GCF_001940165.1)



Dietzia cercidiphylli (RS_GCF_014145145.1)

Dietzia sp014145095 (RS_GCF_014145095.1)

Dietzia psychralcaliphila (RS_GCF_003096095.1)

—Dictzia sp003052165 (RS_GCF_003052165.1)

m—Djctzia natronolimnaea_A (RS_GCF_002289575.1)

—etzia SP002415925 (GB_GCA_002415925.1)

Dietzia cinnamea (RS_GCF_001571065.1)

Dietzia cinnamea_A (RS_GCF_000186325.1)

Dietzia lutea (RS_GCF_003096075.1)

pr—D)ctzia Maris (RS_GCF_014144855.1)

e Dtz SP008369165 (RS_GCF_008369165.1)

—D)etzia alimentaria (RS_GCF_000226215.1)

—D) 173 aerolata (RS_GCF_014144865.1)

e Dietzia Sp012841845 (GB_GCA_012841845.1)



IvRomboutsia hominis (RS_GCF_900002575.1)
ERomboutsia timonensis (RS_GCF_900106845.1)
Romboutsia ilealis (RS_GCF_900015215.1)
_I_Romboutsia lituseburensis (RS_GCF_900103615.1)

Romboutsia sp000686145 (RS_GCF_000686145.1)

— R omboutsia dakarensis (RS_GCF_000499525.1)

Paraclostridium bifermentans (RS_GCF_006802875.1)
Paraclostridium bifermentans_A (RS_GCF_000452245.2)

p— Paraclostridium benzoelyticum (RS_GCF_001006285.1)

Paraclostridium tenue (RS_GCF_902362945.1)

— D araclostridium sordellii (GB_GCA_000953675.1)

Romboutsia_A weinsteinii (RS_GCF_002250835.2)

_EGCA—900066495 sp902362365 (RS_GCF_902362365.1)

GCA-900066495 hominis_A (RS_GCF_014323405.1)
GCA-900066495 sp900066495 (GB_GCA_900604495.1)
_:GCA—900066495 sp900545985 (RS_GCF_012317385.1)
Romboutsia_B maritimum (RS_GCF_002251085.2)
Terrisporobacter glycolicus_A (RS_GCF_900114105.1)
_El'errisporobacter glycolicus (RS_GCF_000439105.1)

e Terrisporobacter othiniensis (RS_GCF_000808015.1)

Terrisporobacter sp902363255 (RS_GCF_902363255.1)

Terrisporobacter sp900557165 (GB_GCA_900557165.1)

—T e rrisporobacter mayombei (RS_GCF_014333445.1)

_l—lmestinibacter sp900553485 (GB_GCA_900553485.1)
Intestinibacter bartlettii (RS_GCF_000154445.1)

— |Ntestinibacter sp900540355 (GB_GCA_900540355.1)

[

lAsaccharospora irregularis (RS_GCF_900129815.1)
r[CIostridioides difficile_D (RS_GCF_900243075.1)

Clostridioides difficile (RS_GCF_001077535.1)

I.[Clostridioides difficile_A (RS_GCF_001299635.1)

Clostridioides difficile_E (RS_GCF_000449425.2)

ECIostridioides_A mangenotii_B (RS_GCF_000687955.1)
Clostridioides_A mangenotii_A (RS_GCF_000498755.1)

— C|0stridioides_A sp002390935 (GB_GCA_002390935.1)



UBA2912 sp902796775 (GB_GCA_902796775.1)

UBA2912 sp900314845 (GB_GCA_900314845.1)

UBA2912 sp900317095 (GB_GCA_900317095.1)

UBA2912 sp902787905 (GB_GCA_902787905.1)

UBA2912 sp900314775 (GB_GCA_900314775.1)

= Coprococcus_A catus (GB_GCA_902381825.1)

e COPrococcUs_A sp900548825 (GB_GCA_900548825.1)

RUG14319 sp902797845 (GB_GCA_902797845.1)

e F-risingicoccus sp900549105 (GB_GCA_900549105.1)

m— -risingicoccus caecimuris (RS_GCF_004340975.1)

Frisingicoccus sp900753685 (RS_GCF_900753685.1)

pr— - jSingicoccus sp900757195 (RS_GCF_900757195.1)

— - SingicOccus sp009929615 (GB_GCA_009929615.1)

pr— C atenibacillus sp902363555 (RS_GCF_902363555.1)

Catenibacillus scindens (RS_GCF_014202115.1)

Catenibacillus sp900553975 (GB_GCA_900553975.1)

s C atenibacillus sp900557175 (GB_GCA_900557175.1)



Corynebacterium crudilactis (RS_GCF_001643015.1)

Corynebacterium glutamicum (RS_GCF_000011325.1)

e Corynebacterium suranareeae (RS_GCF_002355155.1)

— C 0rynebacterium deserti (RS_GCF_001277995.1)

—C 0 ynebacterium callunae (RS_GCF_000344785.1)

orynebacterium pacaense (RS_GCF_900169525.1)

== Corynebacterium efficiens (RS_GCF_000011305.1)

orynebacterium sp009734425 (RS_GCF_009734425.1)



e Dwaaynesavagella sp001655775 (RS_GCF_001655775.1)

pr— D\ aynesavagella sp000283555 (RS_GCF_000283555.1)

— D) \yaynesavagella sp000270205 (RS_GCF_000270205.1)

WQUFO1 sp009785875 (GB_GCA_009785875.1)



Butyricimonas faecihominis (GB_GCA_014647335.1)

Butyricimonas paravirosa (RS_GCF_011927845.1)

Butyricimonas virosa (RS_GCF_000519105.1)

Butyricimonas faecalis (RS_GCF_003991565.1)

Butyricimonas sp900761485 (GB_GCA_900761485.1)

s By TiCiMONas sp003479425 (RS_GCF_003479425.1)

== Butyricimonas sp900759925 (GB_GCA_900759925.1)

B tyricimonas synergistica (RS_GCF_000379665.1)

—— B tyricimonas sp900184685 (RS_GCF_900184685.1)

G abonibacter sp900543425 (GB_GCA_900543425.1)

Gabonibacter massiliensis (GB_GCA_001487125.1)

Odoribacter sp900762515 (GB_GCA_900762515.1)

b O doribacter sp900548135 (GB_GCA_900548135.1)

Odoribacter sp009935865 (RS_GCF_009935865.1)

Odoribacter splanchnicus (RS_GCF_000190535.1)

Odoribacter sp900544025 (GB_GCA_900544025.1)

Odoribacter sp900541415 (GB_GCA_900541415.1)

Odoribacter massiliensis (RS_GCF_900091655.1)

Odoribacter laneus (RS_GCF_000243215.1)

Odoribacter sp002293375 (GB_GCA_002293375.1)



BMacrococcus_B caseolyticus (RS_GCF_002902665.1)

m|\acrococcus_B canis (RS_GCF_002119805.1)

p|\2Ccrococcus_B bohemicus (RS_GCF_003259675.1)

m=\lacrococcus_B goetzii (RS_GCF_002742385.2)

m\lacrococcus_B epidermidis (RS_GCF_003259695.1)

Macrococcus_B sp004117835 (RS_GCF_004117835.1)



Peribacillus simplex_D (RS_GCF_900156045.1)

Peribacillus frigoritolerans (RS_GCF_001636405.1)

Peribacillus sp002835675 (RS_GCF_002835675.1)

Peribacillus simplex (RS_GCF_002243645.1)

Peribacillus simplex_A (RS_GCF_001578185.1)

Peribacillus muralis_A (RS_GCF_001645685.2)

Peribacillus simplex_B (RS_GCF_001542915.1)

Peribacillus muralis (RS_GCF_001439925.1)

mpPeribacillus butanolivorans (RS_GCF_001273755.1)

rPeribaciIIus asahii_A (RS_GCF_004006295.1)

I-Peribacillus asahii (RS_GCF_003570725.1)

Peribacillus massiliglaciei (RS_GCF_900098925.1)

Peribacillus psychrosaccharolyticus (RS_GCF_000305495.1)

s D ribacillus sp001510645 (RS_GCF_001510645.1)

P eribacillus loiseleuriae (RS_GCF_001183985.1)

mPeribacillus huizhouensis (RS_GCF_014138605.1)



- nterococcus silesiacus (GB_GCA_001465115.1)

= nterococcus crotali (RS_GCF_000633635.1)

Enterococcus ureilyticus (RS_GCF_001730315.1)

e -nterococcus plantarum (RS_GCF_001730295.1)

= Nterococcus ureasiticus (RS_GCF_001730285.1)

Enterococcus haemoperoxidus (RS_GCF_000407165.1)

Enterococcus sp002148425 (RS_GCF_002148425.1)

Enterococcus rotai (GB_GCA_001465345.1)

Enterococcus caccae (RS_GCF_000407145.1)

- terococcus moraviensis (RS_GCF_000407445.1)

b = nterococcus sp002141365 (RS_GCF_002141365.1)

b nterococcus quebecensis (RS_GCF_001730365.1)

— N terococcus sp002140715 (RS_GCF_002140715.1)

== Enterococcus wangshanyuanii (RS_GCF_002197645.1)

== Enterococcus sp002174455 (RS_GCF_002174455.1)

b - nterococcus termitis (RS_GCF_001730305.1)

Enterococcus rivorum (RS_GCF_001742285.1)

lEnterococcus faecalis (RS_GCF_000392875.1)

Enterococcus sp002140975 (RS_GCF_002140975.1)

Melissococcus plutonius (RS_GCF_000270185.1)



hodococcus gordoniae (RS_GCF_001646655.1)

—Q hodococcus sp013602415 (GB_GCA_013602415.1)

e=Rhodococcus rhodochrous (RS_GCF_900187265.1)

==Rhodococcus pyridinivorans (RS_GCF_900105195.1)

2 hodococcus sp012844225 (RS_GCF_012844225.1)

m—(hodococcus coprophilus (RS_GCF_001895045.1)



Mediterraneibacter sp900752395 (RS_GCF_900752395.1)

Mediterraneibacter torques (RS_GCF_000153925.1)

Mediterraneibacter sp002159505 (RS_GCF_002159505.1)

Mediterraneibacter sp900553885 (GB_GCA_900553885.1)

Mediterraneibacter sp002160525 (RS_GCF_002160525.1)

Mediterraneibacter sp900555215 (GB_GCA_900555215.1)

Mediterraneibacter sp002161355 (RS_GCF_002161355.1)

Mediterraneibacter sp900761655 (RS_GCF_900761655.1)

Mediterraneibacter sp900120155 (RS_GCF_900120155.1)

Mediterraneibacter sp900751785 (RS_GCF_900751785.1)

Mediterraneibacter sp002314255 (GB_GCA_002314255.1)

Mediterraneibacter faecis (RS_GCF_001312505.1)

Mediterraneibacter lactaris (RS_GCF_000155205.1)

Mediterraneibacter sp014287475 (RS_GCF_014287475.1)

Mediterraneibacter massiliensis (RS_GCF_001487105.1)

Mediterraneibacter sp900541505 (GB_GCA_900541505.1)

l_ Muricomes sp013911065 (GB_GCA_013911065.1)

I— Muricomes contortus_C (RS_GCF_003149105.1)

Muricomes intestini (RS_GCF_004346165.1)

Muricomes sp001517425 (RS_GCF_001517425.1)

E Muricomes contortus_B (RS_GCF_001404335.1)
Muricomes sp000509105 (RS_GCF_000509105.1)

Muricomes fissicatena_A (RS_GCF_001028025.1)

Muricomes oroticus (RS_GCF_003149245.1)

Muricomes sp900604355 (RS_GCF_900604355.1)

[ Ruminococcus_B gnavus (RS_GCF_008121495.1)

— U Minococcus_B sp900544395 (GB_GCA_900544395.1)



pr— | hacterium_T sp903789635 (GB_GCA_903789635.1)

—Fbacterium_T saphenum_A (GB_GCA_004555725.1)

— U bacterium_T sp900766045 (RS_GCF_900766045.1)

Eubacterium_T pyruvativorans (RS_GCF_900102225.1)

Eubacterium_T sp902784035 (GB_GCA_902784035.1)

Eubacterium_T sp900318155 (GB_GCA_900318155.1)

r Eubacterium_A sp900321685 (RS_GCF_009695915.1)

I— Eubacterium_A sp001940235 (RS_GCF_001940235.1)

Eubacterium_A minutum (RS_GCF_003433295.1)

Eubacterium_A nodatum (RS_GCF_000510425.1)

Eubacterium_A sp000688015 (RS_GCF_000688015.1)

Eubacterium_A sp900315125 (GB_GCA_900315125.1)

Aminicella lysinilytica (RS_GCF_004362975.1)

— T ergencia sp009936045 (RS_GCF_009936045.1)

Emergencia sp009935805 (RS_GCF_009935805.1)

e mergencia sp900066695 (RS_GCF_902362805.1)

—Emergencia timonensis (RS_GCF_900086585.1)

- mergencia sp900551775 (GB_GCA_900551775.1)



Bulleidia sp902761625 (GB_GCA_902761625.1)

_EBulleidia sp000701725 (RS_GCF_000701725.1)
| Bulleidia sp902775735 (GB_GCA_902775735.1)

Bulleidia sp902786245 (GB_GCA_902786245.1)

1 Bulleidia sp900320455 (GB_GCA_900320455.1)

g Beiclia SP902793635 (GB_GCA_902793635.1)
b Bl leiclia, SP902778375 (GB_GCA_902778375.1)
Bulleidia sp902784015 (GB_GCA_902784015.1)
Bulleidia sp902766675 (GB_GCA_902766675.1)
Bulleidia sp902766005 (GB_GCA_902766005.1)

_|_| Bulleidia sp900315225 (GB_GCA_900315225.1)
Bulleidia sp902766435 (GB_GCA_902766435.1)

T g= Bulleidia sp902796465 (GB_GCA_902796465.1)
s Bulleidia SP902782955 (GB_GCA_902782955.1)

Bulleidia sp900315065 (GB_GCA_900315065.1)
_I_' Bulleidia sp012516665 (GB_GCA_012516665.1)
Bulleidia sp900539965 (GB_GCA_014610835.1)
Bulleidia massiliensis_A (RS_GCF_900343155.1)
- Bulleidia sp900319505 (GB_GCA_900319505.1)
= Bulleidia sp900554555 (GB_GCA_900554555.1)

_I &= Bulleidia moorei (RS_GCF_000425005.1)
Bulleidia extructa (RS_GCF_000177375.1)

== Bulleidia sp900770275 (RS_GCF_900770275.1)
_I b Bylleidia timonensis (RS_GCF_900240265.1)
Bulleidia sp900314345 (GB_GCA_900314345.1)
g Bleidia sp900314905 (GB_GCA_900314905.1)
&= Bulleidia massiliensis_B (RS_GCF_900290205.1)
Bulleidia sp903789495 (GB_GCA_903789495.1)

Bulleidia sp009929095 (GB_GCA_009929095.1)
1 Bulleidia sp003446295 (GB_GCA_003446295.1)
g~ Bulleidia sp902795905 (GB_GCA_902795905.1)
] L Bulleidia sp002372175 (GB_GCA_002372175.1)
Bulleidia sp902797775 (GB_GCA_902797775.1)

UBA9076 sp003537975 (GB_GCA_012523895.1)

UBAQ076 sp012513225 (GB_GCA_012513225.1)

Holdemania filiformis (RS_GCF_000157995.1)

E Holdemania sp900120005 (RS_GCF_900120005.1)
e

Holdemania massiliensis (RS_GCF_000327285.1)
Anaerorhabdus furcosa (RS_GCF_900167375.1)

— UBA636 sp900321955 (GB_GCA_900321955.1)

UBAG36 sp002362065 (GB_GCA_002362065.1)
UBAG636 sp902795875 (GB_GCA_902795875.1)

|t UBAG36 sp902803275 (GB_GCA_902803275.1)

UBAG36 sp902803055 (GB_GCA_902803055.1)

UBAG636 sp902803785 (GB_GCA_902803785.1)

UBAG36 sp902795865 (GB_GCA_902795865.1)

UBA636 sp902796525 (GB_GCA_902796525.1)

UBAG36 sp900546285 (GB_GCA_900546285.1)

_l_l UBAG36 sp002299675 (GB_GCA_002299675.1)
UBA636 sp002314515 (GB_GCA_002314515.1)

UBA636 sp002315565 (GB_GCA_002315565.1)

RQZEO01 sp003858585 (RS_GCF_003858585.1)

— UBA1783 sp012800355 (GB_GCA_012800355.1)
UBA1783 sp012799935 (GB_GCA_012799935.1)

| s JBA1783 $p012520255 (GB_GCA_012520255.1)

L UBA1783 sp002315205 (GB_GCA_002315205.1)
RUG521 sp902795525 (GB_GCA_902795525.1)

——
RUG521 sp900319675 (GB_GCA_900319675.1)

pr—— RJG11872 sp902782505 (GB_GCA_902782505.1)

C— G 11872 sp902773425 (GB_GCA_902773425.1)
RUG14871 sp902803495 (GB_GCA_902803495.1)




nterococcus_D casseliflavus (RS_GCF_001544095.1)

mEnterococcus_D sp002850555 (RS_GCF_002850555.1)

pef-nterococcus_D sp002140915 (RS_GCF_002140915.1)

= nterococcus_D sp001297065 (RS_GCF_001297065.1)

—f nterococcus_D gallinarum (RS_GCF_001544275.1)



— -2 ccalimonas sp900551895 (GB_GCA_900551895.1)

Faecalimonas sp000209385 (RS_GCF_902381685.1)

Faecalimonas sp900556835 (GB_GCA_900556835.1)

Faecalimonas sp900555395 (GB_GCA_900555395.1)

Faecalimonas sp900550235 (GB_GCA_900550235.1)

pr— -3 ecalimonas sp900550975 (GB_GCA_900550975.1)

= Faecalimonas phoceensis (RS_GCF_900104635.1)

Faecalimonas sp900316755 (GB_GCA_900316755.1)

Faecalimonas umbilicata (RS_GCF_004346095.1)

— 2 ecalimonas sp900546325 (GB_GCA_900546325.1)

UBA9414 sp003489085 (GB_GCA_003489085.1)

UBA9414 sp003458885 (RS_GCF_003458885.1)

An181 sp002160325 (RS_GCF_002160325.1)

Sellimonas sp002161525 (RS_GCF_002161525.1)

Sellimonas intestinalis (RS_GCF_001280875.1)

Sellimonas sp002159995 (RS_GCF_002159995.1)

UMGS1251 sp900549995 (GB_GCA_900549995.1)



Holdemanella sp900754615 (GB_GCA_900754615.1)

Holdemanella sp003458715 (RS_GCF_003458715.1)

Holdemanella sp002299315 (RS_GCF_003469815.1)

Holdemanella sp003436425 (RS_GCF_003436425.1)

Holdemanella sp900551285 (GB_GCA_900551285.1)

Holdemanella biformis (RS_GCF_000156655.1)

Holdemanella sp900547815 (GB_GCA_900547815.1)

VUMMO1 sp009696175 (RS_GCF_009696175.1)

Faecalitalea cylindroides (RS_GCF_000469305.1)

= Faecalicoccus sp900546545 (RS_GCF_902399855.1)

= -3ecalicoccus pleomorphus (RS_GCF_000420345.1)

Faecalicoccus acidiformans (RS_GCF_014202635.1)

RUG11795 rhusiopathiae_A (GB_GCA_902772725.1)



[— CAG-180 sp900766945 (RS_GCF_900766945.1)
b CAG-180 sp004555265 (GB_GCA_004555265.1)

CAG-180 sp900540295 (GB_GCA_900540295.1)
: CAG-180 sp002490525 (GB_GCA_002490525.1)

[— CAG-180 sp900545625 (GB_GCA_900545625.1)

L CAG-180 sp002314305 (GB_GCA_002314305.1)
[ CAG-180 sp002437245 (GB_GCA_002437245.1)

b CAG-180 5p000432435 (GB_GCA_000432435.1)

CAG-180 sp900315985 (GB_GCA_900315985.1)

CAG-180 sp004556705 (GB_GCA_004556705.1)
[ CAG-180 5p002490425 (GB_GCA_002490425.1)

b CAG-180 sp002361875 (GB_GCA_002361875.1)

[ UBA1081 sp900321595 (GB_GCA_900321595.1)

UBA1081 sp900314355 (GB_GCA_900314355.1)
— UBA1081 sp900543395 (GB_GCA_900543395.1)

b UBA1081 sp002431305 (GB_GCA_002431305.1)

RUG806 sp900313475 (GB_GCA_900313475.1)

RUG8S06 sp012839185 (GB_GCA_012839185.1)
[ DTUO053 sp012520115 (GB_GCA_012520115.1)

DTUO053 sp001512765 (GB_GCA_001512765.1)

DTUO53 sp009779455 (GB_GCA_009779455.1)
[ DTU089 sp012511005 (GB_GCA_012511005.1)

DTU089 sp002069015 (GB_GCA_002069015.1)

DTU089 sp002440045 (GB_GCA_002440045.1)

DTU089 sp001513045 (GB_GCA_001513045.1)
[ RUG420 sp900317985 (GB_GCA_900317985.1)
e RUG420 sp900317085 (GB_GCA_900317085.1)
[ RUG420 sp900542575 (GB_GCA_900542575.1)

RUG420 sp900315285 (GB_GCA_900315285.1)
RUG420 sp900318715 (GB_GCA_900318715.1)

RUG420 sp900771085 (RS_GCF_900771085.1)
[ UBA1227 sp002314555 (GB_GCA_002314555.1)
UBA1227 sp002309175 (GB_GCA_002309175.1)

UBA1227 sp012520505 (GB_GCA_012520505.1)

UBA1227 sp900545655 (GB_GCA_900545655.1)

UBA1227 sp002314645 (GB_GCA_002314645.1)
RZYX01 sp012519975 (GB_GCA_012519975.1)

RZYX01 sp009930155 (GB_GCA_009930155.1)
[ BAG857 SP002451715 (GB_GCA_002451715.1)

e UBAG857 sp002438505 (GB_GCA_002438505.1)

UBA6857 sp900767015 (RS_GCF_900767015.1)

UBA6857 sp900768075 (RS_GCF_900768075.1)
UBA6857 sp900555805 (GB_GCA_900555805.1)



Sutterella seckii_A (RS_GCF_009183815.1)

Sutterella faecalis (RS_GCF_006337085.1)

Sutterella sp900770335 (GB_GCA_900770335.1)

Sutterella wadsworthensis (RS_GCF_003315195.1)

rSuttereIIa sp900754475 (GB_GCA_900754475.1)

I-Sutterella megalosphaeroides (RS_GCF_003609995.1)

Sutterella parvirubra (RS_GCF_000250875.1)

rSuttereIIa sp900545275 (GB_GCA_900545275.1)

I-Sutterella sp900543805 (GB_GCA_900543805.1)

Sutterella sp900764215 (GB_GCA_900764215.1)

— S tterella wadsworthensis_A (RS_GCF_000297775.1)

Sutterella sp900762445 (GB_GCA_900762445.1)

Sutterella sp900757865 (GB_GCA_900757865.1)




Blautia_A sp900066355 (GB_GCA_900066355.1)

Blautia_A obeum_B (GB_GCA_000210015.1)

Blautia_A sp900120195 (RS_GCF_900120195.1)

Blautia_A obeum (RS_GCF_000153905.1)

Blautia_A sp900751995 (RS_GCF_900751995.1)

e Blautia. A sp900548245 (RS_GCF_009883055.1)

b Blautia._A sp000436615 (RS_GCF_003461245.1)

Blautia_A sp900551715 (GB_GCA_900551715.1)

Blautia_A sp900551465 (GB_GCA_900551465.1)

Blautia_A sp900553515 (GB_GCA_900553515.1)

] Blautia_A sp900541985 (GB_GCA_900541985.1)

= Blautia_A caecimuris (RS_GCF_013302405.1)

Blautia_A sp900551075 (GB_GCA_900551075.1)



Sedimentibacter sp003514865 (GB_GCA_003514865.1)

Sedimentibacter sp002340985 (GB_GCA_002340985.1)
Sedimentibacter sp003497505 (GB_GCA_003497505.1)

pr— S e (imentibacter sp002409285 (GB_GCA_002409285.1)

— Sedimentibacter sp002381185 (GB_GCA_002381185.1)

p— S e dimentibacter sp003457065 (GB_GCA_003457065.1)

Sedimentibacter sp002399975 (GB_GCA_002399975.1)
[ Sedimentibacter hydroxybenzoicus (RS_GCF_013403245.1)
Sedimentibacter sp002331025 (GB_GCA_002331025.1)

p—Sedimentibacter sp012520455 (GB_GCA_012520455.1)

— S edimentibacter sp002316225 (GB_GCA_002316225.1)
—Sedimentibacter sp012519555 (GB_GCA_012519555.1)

p—S e dimentibacter sp003487955 (GB_GCA_003487955.1)

—S e dimentibacter sp003483345 (GB_GCA_003483345.1)

Sedimentibacter sp002316585 (GB_GCA_002316585.1)

p——C e dimentibacter sp002385835 (GB_GCA_012843025.1)

— S e dimentibacter sp012518555 (GB_GCA_012518555.1)

E Sedimentibacter saalensis (RS_GCF_007830175.1)
Sedimentibacter sp002422545 (GB_GCA_002422545.1)

UBA6132 sp002435835 (GB_GCA_002435835.1)

UBA1535 sp002479485 (GB_GCA_002479485.1)
E UBA1535 sp002332905 (GB_GCA_002332905.1)

UBA1535 sp002396645 (GB_GCA_002396645.1)

UBA1535 sp002323775 (GB_GCA_002323775.1)

pr— 3811 sp003446975 (GB_GCA_003446975.1)

e 38-11 5001509345 (GB_GCA_001509345.1)

CSBR16-49 sp007116605 (GB_GCA_007116605.1)

Dethiosulfatibacter aminovorans (RS_GCF_900142005.1)

UBA8670 sp011390775 (GB_GCA_011390775.1)

UBA8670 sp003539375 (GB_GCA_003539375.1)

GPF-1sp013619125 (GB_GCA_013619125.1)



'_|_ WQVCO1 sp009786975 (GB_GCA_00978
WQVCO01 sp009783395 (GB_GCA_009783395
—I e \WQV/CO1 Sp009781765 (GB_GCA_009781765
— WQVCO1 sp009777845 (GB_GCA_009777845.1
_= WQVCO01 sp009788055 (GB_GCA_009788055.1)

WQVCO1 sp009779835 (GB_GCA_009779835.1)
Jr———\\|Q\/CO1 sp009786925 (GB_GCA_009786925.1)
| S \VQVCO01 sp009786685 (GB_GCA_009786685.1)

WQVCO1 sp009785665 (GB_GCA_009785665.1)
———\\RAHO1 sp009788085 (GB_GCA_009788085.1)
& WRAHO01 sp009780315 (GB_GCA_009780315.1)
WQTQO1 sp009786175 (GB_GCA_009786175.1)
WQVKO01 sp009784025 (GB_GCA_009784025.1)
1 WRANO1 sp009781725 (GB_GCA_009781725.1)
WRANO1 sp009780185 (GB_GCA_009780185.1)

WRANO1 sp009785605 (GB_GCA_009785605.1)

WQRXO01 sp009780585 (GB_GCA_009780585.1)
|—|_:WQRX01 sp009779755 (GB_GCA 009779755.1)
[ | WQRXO01 sp009787785 (GB_GCA_009787785.1)
WQRXOL1 sp009786535 (GB_GCA_009786535.1)
WQRXO01 sp009781755 (GB_GCA_009781755.1)

WREBO1 sp009779525 (GB_GCA_009779525.1)

WRDGO1 sp009783525 (GB_GCA_009783525.1)

r—\\RKG01 $p009782245 (GB_GCA_009782245.1)

— Ce—\\|RK G01 sp009778185 (GB_GCA_009778185.1)
WRKHO1 sp009778175 (GB_GCA_009778175.1)

WQVX01 sp009785615 (GB_GCA_009785615.1)

WQUNO1 sp009782085 (GB_GCA_009782085.1)
I WRAAO1 sp009780445 (GB_GCA_009780445.1)

. WRAAO1 sp009780015 (GB_GCA_009780015.1)

WRBF01 sp009784685 (GB_GCA_009784685.1)
WRGDO1 sp009787355 (GB_GCA_009787355.1)
WRKF01 sp009778165 (GB_GCA_009778165.1)

WRFWO01 sp009787435 (GB_GCA_009787435.1)

WQZKO1 sp009780765 (GB_GCA_009780765.1)

WRBAO1 sp009779915 (GB_GCA_009779915.1)

UBA5962 sp002430285 (GB_GCA_002430285.1)
WRAX01 sp009787945 (GB_GCA_009787945.1)

WRAXO01 sp009780485 (GB_GCA_009780485.1)

e WRAX01 sp009779935 (GB_GCA_009779935.1)

WRBJO01 sp009784615 (GB_GCA_009784615.1)

WRBJO01 sp009784355 (GB_GCA_009784355.1)

WQVBO01 sp009781815 (GB_GCA_009781815.1)

WRBKO1 sp009784575 (GB_GCA_009784575.1)
_l_' WRBKO1 sp009781625 (GB_GCA_009781625.1)

WQVZ01 sp009785595 (GB_GCA_009785595.1)
I WQWB01 sp009785555 (GB_GCA_009785555.1)

WRACO1 sp009780415 (GB_GCA_009780415.1)
= UMGS1441 sp900551755 (GB_GCA_900551755.1)

b UMGS1441 sp900543365 (GB_GCA_900543365.1)

HGM11788 sp900760465 (RS_GCF_900760465.1)
g CAG—-274 sp900545305 (GB_GCA_900545305.1)

L CAG-274 sp000432155 (GB_GCA_000432155.1)

UBA3680 sp002372875 (GB_GCA_002372875.1)

Anaerotignum sp002299545 (GB_GCA_002299545.1)
Anaerotignum propionicum (RS_GCF_001561955.1)
Anaerotignum sp002316675 (GB_GCA_002316675.1)
Anaerotignum sp009929735 (GB_GCA_009929735.1)
Anaerotignum neopropionicum (RS_GCF_001571775.1)
| I Anaerotignum sp002380805 (GB_GCA_002380805.1)

: Anaerotignum sp004557645 (GB_GCA_004557645.1)
Anaerotignum faecicola (RS_GCF_003865035.1)

E Anaerotignum lactatifermentans (RS_GCF_900142265.1)
Anaerotignum sp001304995 (RS_GCF_001304995.1)

ASF356 sp000364165 (RS_GCF_000364165.1)

JAAYQIO1 sp012519385 (GB_GCA_012519385.1)

An114 sp002161055 (RS_GCF_002161055.1)

HGM11808 sp900757025 (RS_GCF_900757025.1)

UBA8514 sp003543235 (GB_GCA_003543235.1)

'_|_ UMGS1670 sp900548595 (GB_GCA_900548595.1)

UMGS1670 sp900546215 (GB_GCA_900546215.1)

e UMG'S1670 Sp902406135 (GB_GCA_902406135.1)

UMGS1670 sp900553995 (GB_GCA_900553995.1)



RUGO099 sp902775345 (GB_GCA_902775345.1)

RUG099 sp900320285 (GB_GCA_900320285.1)

RUG099 sp902801255 (GB_GCA_902801255.1)

RUG099 sp902780815 (GB_GCA_902780815.1)

RUG099 sp902779185 (GB_GCA_902779185.1)

RUG099 sp902790885 (GB_GCA_902790885.1)

RUG099 sp902795265 (GB_GCA_902795265.1)

RUG099 sp902776285 (GB_GCA_902776285.1)

RUG099 sp902778585 (GB_GCA_902778585.1)

RUG099 sp902793875 (GB_GCA_902793875.1)

RUG099 sp902774195 (GB_GCA_902774195.1)



Peribacillus simplex_D (RS_GCF_900156045.1)

Peribacillus frigoritolerans (RS_GCF_001636405.1)

Peribacillus sp002835675 (RS_GCF_002835675.1)

Peribacillus simplex (RS_GCF_002243645.1)

Peribacillus simplex_A (RS_GCF_001578185.1)

Peribacillus muralis_A (RS_GCF_001645685.2)

Peribacillus simplex_B (RS_GCF_001542915.1)

Peribacillus muralis (RS_GCF_001439925.1)

mpPeribacillus butanolivorans (RS_GCF_001273755.1)

rPeribaciIIus asahii_A (RS_GCF_004006295.1)

I-Peribacillus asahii (RS_GCF_003570725.1)

Peribacillus massiliglaciei (RS_GCF_900098925.1)

Peribacillus psychrosaccharolyticus (RS_GCF_000305495.1)

s D ribacillus sp001510645 (RS_GCF_001510645.1)

P eribacillus loiseleuriae (RS_GCF_001183985.1)

mPeribacillus huizhouensis (RS_GCF_014138605.1)



Clostridium sp002760435 (RS_GCF_002760435.1)

Clostridium chromiireducens (RS_GCF_002029255.1)
Clostridium beijerinckii (RS_GCF_002006445.1)

Clostridium beijerinckii_A (RS_GCF_000621745.1)
Clostridium saccharoperbutylacetonicum (RS_GCF_000340885.1)
Clostridium sp000230835 (RS_GCF_000230835.1)

Clostridium sp009928485 (RS_GCF_009928485.1)
_l_:CIostridium puniceum (RS_GCF_002006345.1)
Clostridium beijerinckii_D (GB_GCA_003129525.1)

Clostridium saccharobutylicum (RS_GCF_000473995.1)

Clostridium sp900769625 (GB_GCA_900769625.1)

|_:CIostridium butyricum (RS_GCF_006742065.1)

l [ Clostidium 5p012843905 (RS_GCF_012843905.1)
Clostridium sp003539755 (GB_GCA_003539755.1)

Clostridium neonatale (RS_GCF_001458595.1)

Clostridium botulinum_A (RS_GCF_000827935.1)
Clostridium botulinum_B (RS_GCF_000020165.1)
Clostridium taeniosporum (RS_GCF_001735765.2)
Clostridium uliginosum (RS_GCF_900112485.1)

'_Eclostridium sp900539375 (GB_GCA_900539375.1)
Clostridium sp900317445 (GB_GCA_900317445.1)

_I e Clostridium sp902785295 (GB_GCA_902785295.1)
Clostridium sp012519155 (GB_GCA_012519155.1)
g Clostridium paraputrificum (RS_GCF_900447045.1)

Clostridium sp012519845 (GB_GCA_012519845.1)

Clostridium sp900116755 (RS_GCF_900116755.1)
| 1 Clostridium sp007115085 (RS_GCF_007115085.1)
L Clostridium vincentii (RS_GCF_002995745.1)

I_l_:CIostridium sp000498355 (RS_GCF_000498355.1)
Clostridium baratii (RS_GCF_000789395.1)

Clostridium thermobutyricum (RS_GCF_002050515.1)
Clostridium sp900547475 (GB_GCA_900547475.1)
Clostridium cuniculi (RS_GCF_004353185.1)
Clostridium sp900543325 (GB_GCA_900543325.1)

Clostridium sp900766315 (GB_GCA_900766315.1)
_rCIostridium sp900540255 (GB_GCA_900540255.1)
Clostridium saudiense (RS_GCF_000577815.1)
—— C|0stridium celatum (RS_GCF_000320405.1)
g C|ostridium sp001916075 (RS_GCF_014287815.1)
b= Clostridium sp000435835 (GB_GCA_000435835.1)

| EClos.tridium sp000753455 (RS_GCF_000753455.2)
Clostridium disporicum_A (RS_GCF_001405015.1)

Clostridium sp900759995 (GB_GCA_900759995.1)
_ECIostridium nigeriense (RS_GCF_900086595.1)
Clostridium sartagoforme_B (RS_GCF_004794105.1)
_:Ck)stridium tertium (RS_GCF_900217175.1)
Clostridium sartagoforme_A (RS_GCF_000401215.1)

pr— C|0stridium sp012520205 (GB_GCA_012520205.1)
be— C|0stridium isatidis (RS_GCF_002285495.1)

| [Clostridium septicum (RS_GCF_003606265.1)

Clostridium chauvoei (RS_GCF_002327185.1)

Clostridium gasigenes (RS_GCF_900104115.1)

-
|_| & Clostridium_P ventriculi (RS_GCF_900456775.1)

Clostridium_P perfringens (RS_GCF_000013285.1)

Clostridium_P tarantellae (RS_GCF_009295725.1)
Clostridium_P mediterraneense (RS_GCF_900091705.1)

Clostridium_P massiliamazoniense (RS_GCF_001403635.1)

Clostridium_AG cavendishii (RS_GCF_900141845.1)
r

8 Clostridium_AH fallax (RS_GCF_900129365.1)

CT4 sp009928445 (RS_GCF_009928445.1)
| ECT4 sp004015185 (RS_GCF_004015185.1)

e C74 5014193895 (RS_GCF_014193895.1)

VULX01 sp009696465 (RS_GCF_009696465.1)

Clostridium_T intestinale (RS_GCF_900130055.1)



Rubneribacter badeniensis %RS GCF_002899695. }5)1)

Rubneribacter sp00215991 RS GCF 00215991
Enteroscipio rubneri & 002899 %
nteTOSCfIO sp000270. 85‘(RS GCF_ 0002702 5.1)

Arabia massiliensis (RS_GCF_9023869.

rthella SP
erthella lenta (R

Eggerthellatlmonen5|s‘(RS GCF 902)184265 g
,_|—= Egge é 1423736 1)

99[ UO
e g étthella sinensis (RS” GCF_ 003

39815.
Jr— Paraeggerthella hongkongensi ( S"GCF 0037262)35.11
&= Paraeggerthella hongkongensis A RS GCF_003340345.1)

'_= Gordonibacter masslliensis (GB- GCA 90 0170005 1)
Gordonibacter sp00333984 Fs GCF_003339845.1)
|_r Gordonibacter urollthlnfamens& CF 900199375 1)
Gordonibacter pamelaeae (RS_GCF_000210055.1
Raoultlbacter timonensis ﬁRS GCF 900240215:8
[ | ultibacter massiliensis (RS _GCF 9001 9545 1)

| Raoultlbacter sp901411515 (RS_GCF_901411515.1

Raoultibacter sp0097826

gy~ D16-34 Sp011392455|iRS GCF _011392455. 13

b ]16-34 5 39175 RS“GCI-_Oé.]i())39175 1

D16-34 sp009911635 SRS
D16-34 sp003612515 8RS GCFF100361251

UMGS1293 Sp900754495 (RS_GCF 900
UMGS1293 sp900550385 (GB. GCA 900550385.

'_= Senegalimassilia faecalls%(S GCFE 004135645)13
Senegalimassilia sp002431805 (GB_GTA 0 805, 1)5
| Senegalimassilia sp9005500 SS:GB GCA 90055005 1)
&= Senegalimassilia anaerobla (RS_GC 236

Ellagibacter sp900554945 (GB CA_900554945. l%
bacter |s'c%urollth|n|fsg|§ris (RS_GCF_008831035.1)

i
73141 sp01103896g (RS
Adlercrentzia muris (RS_GCF_008831045.1)

Adlercreutzia mucosmola SRS GCF °000422625.1)
| — Adlercreutzia caecimuris (RS_GC
1 g~ Adlercreutzia celatus_A RS‘GCI—_011405655 1

S Adlercreutzia equollfﬁuens'(RS GCF_000478:

Par cter caecicola éR’S GCF_( 0037)25335 1)
CAAEEV01 Sp01318506 F 0 50 65 l)

131
CAAEEVOT Sp011036975 ( (& F011038975.1)
—1 CRAREVOL Spo00754945 (RS_GCF_000754955.1)

QWKKO01 sp009911695 (.I.RS GCF 009811695 1

6-63 sp0036124}3§ (R GCF 00361247

0011039075 GaF 011039075.1)
UBA9715$ 02788545 B GCA 902788545.1
UBA971 Sp9027645 GB_GCA_902764575.1)

A9715 sp003452695(GB GCA 003452695 1)
1 UBA9715S 90279681 GB_GCA 902796

9715 5| 0023 1 95 (GB_GCA 002371495.1)
UBA9715 Sp902781245 % A_902 81245 1)
UBA9715 sp9027 91 5 (g B_GCA_QOZ

éJ_90060'4965F(RS 68F 900604965 1)
DNF00809 Sp000814 E) 00081 %
DNF00809 Sp013201155 (RS_GCF_013201155.1)

CAIFE sp903789375 (GB_GCA 903789375.1

UMGS 2 'S 900552365éGB‘ GCA~9005

sp900551155 (GB~GCA 90055f155 i
CAG —-1427 sp000431675 (GB- GCA 900542 06 i
CAG-1427 sp900548955 (GB_ GCA” 9005489 :

CAG-1427 sp900556585 (GB GCA '900556585. g
1 |_= CAG-1427 sp900554 SSéGB_G'CA 900554685.1)
1 CAG=-1427 sp000435475 (GB_GCA_000435475.1)

900539675 (GB_GCA 900539675.1)

CAG-1427 s
CAG-1427 sp900547965 (GB_GCA 900547965.1
CAG-1427 sp900544455 (GB_GCA 9005444551
CAG-1427 sp900553605 (GB_GCA_900553605.1

CAG-1427 sp000436075 (S B GCA 000436075.1)
_;CAG 1427 sp900753095 (RS GCF 900753095.1
CAG-1427 sp900555755 (GB_GCA_900555755.1)
TAG-1427 sp900538545 ((GB GCA_900538545. 1))

T CAG-1427 sp000435675 (GB_GCA_000435675.1
| '— CAG—1427 %)900542525 SSB_ GCA 900542525.1)
1427 3’3 00540345 (GB_GCA 900540345.1)
CAG- 1427 Sp90054

_5 A_9005
142 Sp900546175 (GB_GCA_90054617

CAG-1427 sp000434775 (GB_GCA _ 000434775 1)

W1P20-047 sg004555335 %GB GCA_0045¢

CACXMZ01 sp902768975 GB

CACXMZ01 sp902767025 (GB_GCA 002767025. l)
RUGOlS Sp0014 6445 (RS_GCF 0014

ép bacterium curturn (RS_GCF_ 0000232345 1)
Denitrobacterium detoxificans (RS_GCF_001643775.1)

UBAS5808 sp002417975 (GB_GCA_002417975.1)

UMGS1519 s 900552585éGB GCA_900552585.1)
Slackia_A sp900555495 (GB GCA_900555495.1) —

Slackia_A faecicanis (RS GCF 003725295.1
Slackia_A sp900553775 GB GCA 9 0553775 1)
Slackia_A sp900553655 A_900553655.1)

G
S S|ackia_A piriformis (RS GCS: 0002 6445.1)

Slackia_A equolifaciens (RS_GCF_003725995.1

Slackia_A isoflavoniconvertens (RS_GCF_003

Slackia exigua (RS GCF 000162%75 1)

Slackia hehotnmreducens S_GCF_000023885.1)



= UMGS124 sp900555105 (GB_GCA_900555105.1)

==UMGS124 sp900539345 (GB_GCA_900539345.1)

AIFEUO1 sp903789505 (GB_GCA_903789505.1)

AIFEUO1 sp902783515 (GB_GCA_902783515.1)



Prevotellamassilia sp900752815 (RS_GCF_900752815.1)

Prevotellamassilia sp009775705 (GB_GCA_009775705.1)

Prevotellamassilia sp004558535 (GB_GCA_004558535.1)

Prevotellamassilia sp004555425 (GB_GCA_004555425.1)

Prevotellamassilia sp900556465 (GB_GCA_900556465.1)



e | Jreaplasma urealyticum (RS_GCF_000169535.1)

—reaplasma parvum (RS_GCF_000019345.1)

Ureaplasma diversum (RS_GCF_000731915.1)

Ureaplasma canigenitalium (RS_GCF_000712165.1)

Ureaplasma sp900544585 (GB_GCA_900544585.1)

Mycoplasma_L liparidae (GB_GCA_009884515.1)

Malacoplasma_A sp902782585 (GB_GCA_902782585.1)

Malacoplasma_A sp900316595 (GB_GCA_900316595.1)

Malacoplasma_A sp902800015 (GB_GCA_902800015.1)

Malacoplasma_A sp902791895 (GB_GCA_902791895.1)

Malacoplasma_A sp002372615 (GB_GCA_002372615.1)

Malacoplasma_A girerdii (GB_GCA_002215425.1)

RUG11194 sp902789825 (GB_GCA_902789825.1)

RUG11194 sp902766725 (GB_GCA_902766725.1)

Malacoplasma iowae (RS_GCF_900660615.1)

Malacoplasma penetrans (RS_GCF_000011225.1)

Mycoplasmoides amphoriforme (GB_GCA_000723365.1)

Mycoplasmoides testudinis (RS_GCF_000687795.1)

Mycoplasmoides alvi (RS_GCF_000701785.1)

Mycoplasmoides pirum (RS_GCF_000685905.1)

Mycoplasmoides gallisepticum (RS_GCF_900476085.1)

Mycoplasmoides tullyi (RS_GCF_014068355.1)

Mycoplasmoides imitans (RS_GCF_000518305.1)

Mycoplasmoides pneumoniae (RS_GCF_001272835.1)

Mycoplasmoides genitalium (RS_GCF_000027



UBA1777 sp900321275 (GB_GCA_900321275.1)

e UBAL 777 5p900319695 (GB_GCA_900319695.1)

UBA1777 sp900319835 (GB_GCA_900319835.1)

UBA1777 sp003150355 (GB_GCA_003150355.1)

pr—)BA1777 sp900754515 (GB_GCA_900754515.1)

UBA1777 sp004560305 (GB_GCA_004560305.1)

e JBA1777 sp900549545 (GB_GCA_900549545.1)

UBA1777 sp002493305 (GB_GCA_002493305.1)

UBAL777 sp002320035 (GB_GCA_002320035.1)

UBA1777 sp900549865 (GB_GCA_900549865.1)

UBA1777 sp002431965 (GB_GCA_002431965.1)

—BA1777 sp900546515 (GB_GCA_900546515.1)

UBA1777 sp900549485 (GB_GCA_900549485.1)

s UBA1777 5p900549645 (GB_GCA_900549645.1)

= BA1777 sp900547315 (GB_GCA_900547315.1)



=Agathobaculum desmolans (RS_GCF_000701665.1)

Agathobaculum sp900291975 (RS_GCF_900291975.1)

Agathobaculum sp900557315 (GB_GCA_900557315.1)

Agathobaculum sp900555465 (GB_GCA_900555465.1)

—\ g athobaculum sp900625105 (RS_GCF_900625105.1)



Bulleidia sp902761625 (GB_GCA_902761625.1)

_EBulleidia sp000701725 (RS_GCF_000701725.1)
| Bulleidia sp902775735 (GB_GCA_902775735.1)

Bulleidia sp902786245 (GB_GCA_902786245.1)

1 Bulleidia sp900320455 (GB_GCA_900320455.1)

g Beiclia SP902793635 (GB_GCA_902793635.1)
b Bl leiclia, SP902778375 (GB_GCA_902778375.1)
Bulleidia sp902784015 (GB_GCA_902784015.1)
Bulleidia sp902766675 (GB_GCA_902766675.1)
Bulleidia sp902766005 (GB_GCA_902766005.1)

_|_| Bulleidia sp900315225 (GB_GCA_900315225.1)
Bulleidia sp902766435 (GB_GCA_902766435.1)

T g= Bulleidia sp902796465 (GB_GCA_902796465.1)
s Bulleidia SP902782955 (GB_GCA_902782955.1)

Bulleidia sp900315065 (GB_GCA_900315065.1)
_I_' Bulleidia sp012516665 (GB_GCA_012516665.1)
Bulleidia sp900539965 (GB_GCA_014610835.1)
Bulleidia massiliensis_A (RS_GCF_900343155.1)
- Bulleidia sp900319505 (GB_GCA_900319505.1)
= Bulleidia sp900554555 (GB_GCA_900554555.1)

_I &= Bulleidia moorei (RS_GCF_000425005.1)
Bulleidia extructa (RS_GCF_000177375.1)

== Bulleidia sp900770275 (RS_GCF_900770275.1)
_I b Bylleidia timonensis (RS_GCF_900240265.1)
Bulleidia sp900314345 (GB_GCA_900314345.1)
g Bleidia sp900314905 (GB_GCA_900314905.1)
&= Bulleidia massiliensis_B (RS_GCF_900290205.1)
Bulleidia sp903789495 (GB_GCA_903789495.1)

Bulleidia sp009929095 (GB_GCA_009929095.1)
1 Bulleidia sp003446295 (GB_GCA_003446295.1)
g~ Bulleidia sp902795905 (GB_GCA_902795905.1)
] L Bulleidia sp002372175 (GB_GCA_002372175.1)
Bulleidia sp902797775 (GB_GCA_902797775.1)

UBA9076 sp003537975 (GB_GCA_012523895.1)

UBAQ076 sp012513225 (GB_GCA_012513225.1)

Holdemania filiformis (RS_GCF_000157995.1)

E Holdemania sp900120005 (RS_GCF_900120005.1)
e

Holdemania massiliensis (RS_GCF_000327285.1)
Anaerorhabdus furcosa (RS_GCF_900167375.1)

— UBA636 sp900321955 (GB_GCA_900321955.1)

UBAG36 sp002362065 (GB_GCA_002362065.1)
UBAG636 sp902795875 (GB_GCA_902795875.1)

|t UBAG36 sp902803275 (GB_GCA_902803275.1)

UBAG36 sp902803055 (GB_GCA_902803055.1)

UBAG636 sp902803785 (GB_GCA_902803785.1)

UBAG36 sp902795865 (GB_GCA_902795865.1)

UBA636 sp902796525 (GB_GCA_902796525.1)

UBAG36 sp900546285 (GB_GCA_900546285.1)

_l_l UBAG36 sp002299675 (GB_GCA_002299675.1)
UBA636 sp002314515 (GB_GCA_002314515.1)

UBA636 sp002315565 (GB_GCA_002315565.1)

RQZEO01 sp003858585 (RS_GCF_003858585.1)

— UBA1783 sp012800355 (GB_GCA_012800355.1)
UBA1783 sp012799935 (GB_GCA_012799935.1)

| s JBA1783 $p012520255 (GB_GCA_012520255.1)

L UBA1783 sp002315205 (GB_GCA_002315205.1)
RUG521 sp902795525 (GB_GCA_902795525.1)

——
RUG521 sp900319675 (GB_GCA_900319675.1)

pr—— RJG11872 sp902782505 (GB_GCA_902782505.1)

C— G 11872 sp902773425 (GB_GCA_902773425.1)
RUG14871 sp902803495 (GB_GCA_902803495.1)




E GCA-900199385 sp900322155 (GB_GCA_900322155.1)
GCA-900199385 sp900199385 (RS_GCF_900199385.1)

GCA-900199385 sp900315675 (GB_GCA_900315675.1)
GCA-900199385 sp900176495 (RS_GCF_900176495.1)

_:GCA—900199385 $p900320755 (GB_GCA_902793605.1)
GCA-900199385 sp900315315 (GB_GCA_900315315.1)

GCA-900199385 sp902764875 (GB_GCA_902764875.1)

GCA-900199385 sp900318145 (GB_GCA_900318145.1)

GCA-900199385 sp902795555 (GB_GCA_902795555.1)

RUG740 sp902797445 (GB_GCA_902797445.1)

RUG740 sp900321945 (GB_GCA_900321945.1)

RUG740 sp902778055 (GB_GCA_902778055.1)

RUG740 sp900316415 (GB_GCA_900316415.1)

UBA2943 sp902764915 (GB_GCA_902764915.1)

UBA2943 sp900321565 (GB_GCA_900321565.1)
r— UBA2943 sp900321295 (GB_GCA_900321295.1)

e UBA2943 5002350845 (GB_GCA_002350845.1)

UBA2943 sp902775835 (GB_GCA_902775835.1)

UBA2943 sp902774025 (GB_GCA_902774025.1)

RUG11272 sp902790495 (GB_GCA_902790495.1)

_|_ UMGS1600 sp900553295 (GB_GCA_900553295.1)

UMGS1600 sp900553315 (GB_GCA_900553315.1)

RUG11272 sp902767565 (GB_GCA_902767565.1)

HGM11604 sp900769875 (RS_GCF_900769875.1)
UBA11524 sp900769075 (RS_GCF_900769075.1)
UBA11524 sp000437595 (GB_GCA_000437595.1)

[— Firm-11 sp900553905 (GB_GCA_900553905.1)

b Firm-11 sp900540045 (GB_GCA_900540045.1)
Firm-11 sp900550955 (GB_GCA_900550955.1)

Firm-11 sp012523405 (GB_GCA_012523405.1)

[ Firm-11 sp900548145 (GB_GCA_900548145.1)
b Firm-11 sp004556545 (GB_GCA_004556545.1)

—]

Firm-11 sp001604115 (GB_GCA_001604115.1)

Firm-11 sp001604105 (GB_GCA_001604105.1)

Firm-11 sp012517815 (GB_GCA_012517815.1)

[ Firm-11 sp012729115 (GB_GCA_012729115.1)

Firm-11 sp009783365 (GB_GCA_009783365.1)

JAAZPTO1 sp012797085 (GB_GCA_012797085.1)

WRFTO1 sp009776385 (GB_GCA_009776385.1)



CAG-83 sp002438575 (GB_GCA_002438575.1)
|_|_L CAG-83 sp000435555 (GB_GCA_000435555.1)
{ CAG-83 sp003487665 (GB_GCA_003487665.1)

CAG-83 sp900551995 (GB_GCA_900551995.1)

e[ CAG:83 5p900556015 (GB_GCA 900556015.1)
CAG-83 sp900554275 (GB_GCA_900554275.1)
CAG-83 sp900551355 (GB_GCA_900551355.1)
CAG-83 sp900550585 (GB_GCA_900550585.1)
CAG-83 sp900547745 (GB_GCA_900547745.1)

CAG-83 sp900545585 (GB_GCA_900545585.1)
b CAG-83 5p900545495 (GB_ GCA_900545495.1)
CAG-83 sp900555735 (GB_GCA_900555735.1)
I_r:cm;—ss sp900552725 (GB_GCA_900552725.1)
CAG-83 sp900548615 (GB_GCA_900548615.1)
CAG-83 sp900757415 (GB_GCA_900757415.1)

CAG-83 sp900550615 (GB_GCA_900550615.1)
= CAG-83 sp900549395 (GB_GCA_900549395.1)
CAG-83 sp902388735 (GB_GCA_902388735.1)

CAG-83 sp003539495 (GB_GCA_003539495.1)
|_= CAG-83 sp900313295 (GB_GCA_900313295.1)
CAG-83 sp004557655 (GB_GCA_004557655.1)
CAG-83 sp900756715 (GB_GCA_900756715.1)
p— CAG-83 sp001916855 (GB_GCA_001916855.1)
L CAG-83 5p000435975 (GB_GCA_000435975.1)
CAG-83 sp000431575 (GB_GCA_000431575.1)
CAG-83 sp900552475 (GB_GCA_900552475.1)
CAG-83 sp004555205 (GB_GCA_004555205.1)

e CAG~83 5p900317425 (GB_GCA_900317425.1)

| CAG-83 sp002392625 (GB_GCA_002392625.1)
CAG-83 sp002309395 (GB_GCA_002309395.1)

CAG-83 sp012719745 (GB_GCA_012719745.1)

ER4 sp900763705 (GB_GCA_900763705.1)

ER4 sp900546295 (GB_GCA_900546295.1)

ER4 sp900556145 (GB_GCA_900556145.1)

ER4 sp003522105 (GB_GCA_003522105.1)

ER4 sp900552015 (GB_GCA_900552015.1)

ER4 sp900550165 (GB_GCA_900550165.1)

ER4 sp000765235 (RS_GCF_000765235.1)

_: ER4 sp900768135 (GB_GCA_900768135.1)
ER4 sp002405995 (GB_GCA_002405995.1)
E ER4 sp900317525 (GB_GCA_900317525.1)
ER4 sp002437735 (GB_GCA_002437735.1)
e ER 4 5p900552375 (GB_GCA_900552375.1)

Dysosmobacter sp900752075 (GB_GCA_900752075.1)
Dysosmobacter sp900554425 (GB_GCA_900554425.1)
Dysosmobacter sp900548505 (GB_GCA_900548505.1)
Dysosmobacter sp900546705 (GB_GCA_900546705.1)
Dysosmobacter sp900556925 (GB_GCA_900556925.1)
Dysosmobacter welbionis (RS_GCF_005121165.1)
Dysosmobacter sp900551885 (GB_GCA_900551885.1)

Dysosmobacter sp000436875 (GB_GCA_000436875.1)
Dysosmobacter sp900544955 (GB_GCA_900544955.1)
Dysosmobacter sp900770295 (GB_GCA_900770295.1)
Dysosmobacter sp004558115 (GB_GCA_004558115.1)
Dysosmobacter sp900115635 (RS_GCF_900115635.1)
g Dy sosmobacter sp009774015 (GB_GCA_009774015.1)
— Dy sosmobacter sp009773995 (GB_GCA_009773995.1)
_l_l Dysosmobacter sp000403435 (RS_GCF_000403435.2)
Dysosmobacter sp014297375 (RS_GCF_014297375.1)
Dysosmobacter sp900550685 (GB_GCA_900550685.1)

_l_:Dysosmobacter sp900544615 (GB_GCA_900544615.1)

g~ Dysosmobacter sp900544105 (GB_GCA_900544105.1)
&= Dysosmobacter sp001916835 (RS_GCF_014297285.1)
— Dy sosmobacter sp900542115 (GB_GCA_900542115.1)

= Dysosmobacter sp900763685 (GB_GCA_900763685.1)
S Dysosmobacter sp004553545 (GB_GCA_004553545.1)
Oscillibacter sp002455655 (GB_GCA_002455655.1)
! ! Oscillibacter valericigenes (RS_GCF_000283575.1)
| b Oscillibacter ruminantium (RS_GCF_000307265.1)
Oscillibacter sp003245395 (GB_GCA_003245395.1)

NSJ-62 sp014334055 (RS_GCF_014334055.1)
r——— \|GS1872 sp014237695 (GB_GCA_014237695.1)
—{ Ce— |G S$1872 sp009774055 (GB_GCA_009774055.1)

L UMGS1872 sp902373635 (GB_GCA_902373635.1)
UMGS1872 sp900555795 (GB_GCA_900555795.1)

UMGS1872 sp900549475 (GB_GCA_900549475.1)



UBA1777 sp900321275 (GB_GCA_900321275.1)
UBA1777 sp900319695 (GB_GCA_900319695.1)
UBA1777 sp900319835 (GB_GCA_900319835.1)

UBA1777 sp003150355 (GB_GCA_003150355.1)

— UBA1777 sp900754515 (GB_GCA_900754515.1)
UBA1777 sp004560305 (GB_GCA_004560305.1)
= UBA1777 sp900549545 (GB_GCA_900549545.1)
] s (JBA1777 5002493305 (GB_GCA_002493305.1)
UBA1777 sp002320035 (GB_GCA_002320035.1)
UBA1777 sp900549865 (GB_GCA_900549865.1)
UBA1777 sp002431965 (GB_GCA_002431965.1)
UBA1777 sp900546515 (GB_GCA_900546515.1)
UBA1777 sp900549485 (GB_GCA_900549485.1)
g UBA1777 sp900549645 (GB_GCA_900549645.1)

b UBA1777 Sp900547315 (GB_GCA_900547315.1)
UBA1777 sp002315275 (GB_GCA_002315275.1)

UBA1777 sp900316255 (GB_GCA_900316255.1)
I_I : UBA1777 sp900316205 (GB_GCA_900316205.1)
UBA1777 sp900319635 (GB_GCA_900319635.1)

e UBA1777 5p002350825 (GB_GCA_002350825.1)
UBA1777 sp002371675 (GB_GCA_002371675.1)
UBA1777 sp900319465 (GB_GCA_900319465.1)

UBA1777 sp900320595 (GB_GCA_900320595.1)
|_| E UBAL777 sp002450075 (GB_GCA_002450075.1)
UBA1777 sp900319935 (GB_GCA_900319935.1)

e UBA1777 5p900320465 (GB_GCA_900320465.1)
UBA1777 sp900319275 (GB_GCA_900319275.1)
UBA1777 sp900317375 (GB_GCA_900317375.1)
— F23-B02 sp900545805 (GB_GCA_900545805.1)
F23-B02 sp004558025 (GB_GCA_004558025.1)
_Eza—soz $p002472405 (GB_GCA_002472405.1)

F23-B02 sp001916715 (GB_GCA_001916715.1)

F23-B02 sp900772725 (GB_GCA_900772725.1)
_| C F23-B02 sp900556535 (GB_GCA_900556535.1)
F23-B02 sp004553495 (GB_GCA_004553495.1)

s [23-B02 5p900760205 (GB_GCA_900760205.1)
be— 23 -B02 sp004557075 (GB_GCA_004557075.1)

F23-B02 sp003533405 (GB_GCA_003533405.1)
| C F23-B02 sp000431075 (GB_GCA_000431075.1)
L F23-B02 sp002314685 (GB_GCA_002314685.1)

F23-B02 sp004556755 (GB_GCA_004556755.1)
UBA2922 sp900313925 (GB_GCA_900313925.1)

L HGM13010 sp900754965 (GB_GCA_900754965.1)
CAG-103 sp900317855 (GB_GCA_900317855.1)
I_P CAG-103 sp000432375 (GB_GCA_000432375.1)
CAG-103 sp900757655 (GB_GCA_900757655.1)
CAG-103 sp900543625 (GB_GCA_900543625.1)
CAG-103 sp900317905 (GB_GCA_900317905.1)

_l 1 CAG-103 sp900316745 (GB_GCA_900316745.1)
CAG-103 sp004556965 (GB_GCA_0045569665.1)
UBA5446 sp900546485 (GB_GCA_900546485.1)
_E UBA5446 sp900545405 (GB_GCA_900545405.1)
UBAS5446 sp900544295 (GB_GCA_900544295.1)

UBAS446 sp900752445 (GB_GCA_900752445.1)
_EJBASMG SP900546615 (GB_GCA_900546615.1)
UBA5446 sp004553625 (GB_GCA_004553625.1)

— UBAS5446 sp900759385 (GB_GCA_900759385.1)
UBAS5446 sp900543085 (GB_GCA_900543085.1)

b UBA5446 5p900544765 (GB_GCA_900544765.1)

UBAS5446 sp012513005 (GB_GCA_012513005.1)

UBA5446 sp002427465 (GB_GCA_002427465.1)




Evtepia sp004554585 (GB_GCA_004554585.1)

Evtepia sp900546255 (GB_GCA_900546255.1)

Evtepia gabavorous (RS_GCF_003425665.1)

Evtepia sp004556345 (GB_GCA_004556345.1)

Evtepia sp004551945 (GB_GCA_004551945.1)



brusobacterium_A varium (RS_GCF_900637705.1)

i SObaCterium_A varium_A (RS_GCF_002356455.1)

(- SObacterium_A ulcerans_A (RS_GCF_900683735.1)

i-1SObacterium_A ulcerans (RS_GCF_003019675.1)



Massilimaliae timonensis (RS_GCF_900186585.1)

Massilimaliae massiliensis (RS_GCF_900155615.1)

Massilimaliae sp900752435 (RS_GCF_900752435.1)

UBA866 sp002295325 (GB_GCA_002295325.1)

QANGO01 sp003150145 (GB_GCA_014384905.1)

QAMMO1 sp900762715 (RS_GCF_900762715.1)

QAMMO1 sp003150405 (GB_GCA_003150405.1)

QAMMO1 sp900552945 (GB_GCA_900552945.1)

HGM13222 sp900757485 (RS_GCF_900757485.1)

UBA1375 sp002305795 (GB_GCA_002305795.1)

UBAB866 sp900543295 (GB_GCA_900543295.1)

UMGS1826 sp900555435 (GB_GCA_900555435.1)

UBA1448 sp002329405 (GB_GCA_002329405.1)

Massilioclostridium coli (RS_GCF_900095865.1)

Massilioclostridium methylpentosum (RS_GCF_000158655.1)

WRMEO1 sp009778115 (GB_GCA_009778115.1)

WRMEO1 sp009777275 (GB_GCA_009777275.1)



pe Clostridium_J sp002453475 (GB_GCA_002453475.1)

Clostridium_J sulfidigenes (RS_GCF_000732635.1)

—— Clostridium_J sp002316385 (GB_GCA_002316385.1)

e C0stridlium_J sp902363375 (RS_GCF_902363375.1)

Clostridium_J sp000821305 (RS_GCF_000821305.1)

Clostridium_J sp900548455 (GB_GCA_900548455.1)

Clostridium_J sp002381695 (GB_GCA_002381695.1)

e Cl0stridium_J sp000447315 (RS_GCF_000447315.1)

— C|0stridium_J tunisiense (RS_GCF_000300195.1)

Clostridium_J sp002341865 (GB_GCA_002341865.1)

Clostridium_J argentinense (RS_GCF_000816675.1)

e C|ostridium_J sp002455975 (GB_GCA_002455975.1)

e Clostridium_J sp900547625 (GB_GCA_900547625.1)

Clostridium_J ihumii (RS_GCF_000612845.1)

Clostridium_J senegalense (RS_GCF_000285575.1)

. Cl0tridliUm_AD sp002403785 (GB_GCA_002403785.1)

Clostridium_AD estertheticum (RS_GCF_001877035.1)

Clostridium_AD estertheticum_B (RS_GCF_011065905.1)

Clostridium_AD estertheticum_A (RS_GCF_011065935.1)

Clostridium_AD tagluense (RS_GCF_003865095.1)



m—Collinsella sp900548365 (GB_GCA_900548365.1)

e Collinsella sp008014645 (RS_GCF_008014645.1)

ollinsella sp900555585 (GB_GCA_900555585.1)

ollinsella tanakaei (RS_GCF_000225705.1)



lautia_A sp900551465 (GB_GCA_900551465.1)

B auitia_A p900553515 (GB_GCA_900553515.1)

B autia,_A SP900541985 (GB_GCA_900541985.1)



= Trueperella pyogenes (RS_GCF_900460345.1)

Trueperella bernardiae (RS_GCF_001469025.1)

Trueperella bialowiezensis (RS_GCF_900637955.1)

Trueperella sp012727825 (GB_GCA_012727825.1)

Arcanobacterium phocae (RS_GCF_900105865.1)

Arcanobacterium sp012563545 (RS_GCF_012563545.1)

— | CaNObacterium haemolyticum (RS_GCF_000092365.1)

Arcanobacterium sp012516575 (GB_GCA_012516575.1)



Parabacteroides sp900760525 (GB_GCA_900760525.1)

Parabacteroides massiliensis (RS_GCF_900155425.1)
Parabacteroides johnsonii (RS_GCF_000156495.1)
Parabacteroides merdae (RS_GCF_000154105.1)
Parabacteroides sp014287585 (RS_GCF_014287585.1)

Parabacteroides sp900552465 (GB_GCA_900552465.1)

Parabacteroides acidifaciens (RS_GCF_003363715.1)

Parabacteroides sp900541965 (GB_GCA_900541965.1)
_|_Parabacteroides sp003473295 (RS_GCF_003473295.1)

{Parabacteroides sp900540715 (GB_GCA_900540715.1)

Parabacteroides timonensis (RS_GCF_900128505.1)

— Parabacteroides gordonii (RS_GCF_000969825.1)

Parabacteroides faecis (GB_GCA_014647375.1)

Parabacteroides sp003480915 (RS_GCF_003480915.1)

e Parabacteroides goldsteinii (RS_GCF_000969835.1)

_I_Parabacteroides bouchesdurhonensis (RS_GCF_900186615.1)

Parabacteroides chinchillae (RS_GCF_900108035.1)

I Parabacteroides sp900547435 (GB_GCA_900547435.1)

Parabacteroides sp002159645 (RS_GCF_002159645.1)
_rParabacteroides sp900548175 (GB_GCA_900548175.1)
Parabacteroides sp000436495 (GB_GCA_000436495.1)

Parabacteroides sp900549585 (GB_GCA_900549585.1)

Parabacteroides sp004562445 (GB_GCA_004562445.1)

-EParabacteroides distasonis_A (RS_GCF_004793765.1)
P

arabacteroides distasonis (RS_GCF_000012845.1)

— — D arabacteroides sp011038785 (RS_GCF_011038785.1)

e Parabacteroides sp900770835 (GB_GCA_900770835.1)

Parabacteroides sp900552415 (GB_GCA_900552415.1)

I Barb7 sp010500925 (RS_GCF_010500925.1)

Barb7 sp001657575 (RS_GCF_001657575.1)

UBA4116 sp002381645 (GB_GCA_002381645.1)

Massilibacteroides vaginae (RS_GCF_900178525.1)



Desulfovibrio sp009929215 (GB_GCA_009929215.1)
Desulfovibrio sp009712225 (GB_GCA_009712225.1)
Desulfovibrio desulfuricans_B (GB_GCA_003251995.1)
Desulfovibrio desulfuricans (RS_GCF_000420465.1)
— D esulfovibrio desulfuricans_C (RS_GCF_004801255.1)
Desulfovibrio sp900095395 (RS_GCF_902702915.1)
_EDesquovibrio sp002237645 (GB_GCA_002237645.1)
—Desulfovibrio intestinalis (RS_GCF_014202345.1)
— D e S Ulfovibrio desulfuricans_A (RS_GCF_000022125.1)

Desulfovibrio sp003860215 (RS_GCF_003860215.1)
= Desulfovibrio legalli_A (RS_GCF_900102485.1)
b DesulfOVibIiO legallii (RS_GCF_004309735.1)

E Desulfovibrio sp900540515 (RS_GCF_009696265.1)
Desulfovibrio sp000403945 (GB_GCA_000403945.1)

— ) e sulfovibrio fairfieldensis (RS_GCF_001553605.1)

Desulfovibrio sp011039085 (RS_GCF_011039085.1)
[| Desulfovibrio kirbyi (GB_GCA_013374015.1)

Desulfovibrio trichonymphae (RS_GCF_002355955.1)
s Desulfovibrio sp900547595 (GB_GCA_900547595.1)
L Desulfovibrio sp011039135 (RS_GCF_011039135.1)

Desulfovibrio sp009773975 (GB_GCA_009773975.1)
[ Desulfovibrio sp900556755 (RS_GCF_012843875.1)
Desulfovibrio piger (RS_GCF_000156375.1)

I— Desulfovibrio piger_A (RS_GCF_900116045.1)

f— Desulfovibrio sp900546145 (GB_GCA_900546145.1)
b Desulfovibrio sp900319575 (GB_GCA_900319575.1)
Desulfovibrio sp002369295 (GB_GCA_002369295.1)

Desulfovibrio sp002159665 (RS_GCF_002159665.1)

WRKBO1 sp009778295 (GB_GCA_009778295.1)
_r Mailhella sp900555975 (GB_GCA_900555975.1)
Mailhella sp900553065 (GB_GCA_900553065.1)

Mailhella massiliensis (RS_GCF_900155525.1)

Mailhella sp900770205 (RS_GCF_900770205.1)
Mailhella sp902783285 (GB_GCA_902783285.1)

Mailhella sp900541395 (GB_GCA_900541395.1)

Mailhella sp003150275 (GB_GCA_003150275.1)

Mailhella sp003512875 (GB_GCA_003512875.1)
_r Bilophila sp900550745 (GB_GCA_900550745.1)
Bilophila wadsworthia (RS_GCF_000701705.1)

Bilophila sp900553145 (GB_GCA_900553145.1)
b Bilophila sp902373525 (GB_GCA_902373525.1)

Lawsonia intracellularis (RS_GCF_000055945.1)



e RCO 5p900546395 (GB_GCA_900546395.1)

RC9 sp900760425 (RS_GCF_900760425.1)

RC9 sp009774765 (GB_GCA_009774765.1)

RC9 sp002298075 (GB_GCA_002298075.1)

e R C9 5900545245 (GB_GCA_900545245.1)

RC9 sp002440085 (GB_GCA_002440085.1)

RC9 sp002438905 (GB_GCA_002438905.1)

— C9 sp002439805 (GB_GCA_002439805.1)



Olsenella uli (RS_GCF_000143845.1)

Olsenella phocaeensis (RS_GCF_900120385.1)

Olsenella SP900555995 (RS_GCF_009695875.1)
g Olsenella sp902787335 (GB_GCA_902787335.1)

—

¥ Olsenella sp900313175 (GB_GCA_ 900313175.1)

Olsenella umbonata_A (RS_GCF_900111255.1)
'_: Olsenella umbonata (RS_ GCF_900105025.1)
Olsenella sp900538935 (RS_GCF_012844235.1)

e Oiisenella sp003862195 (GB_ GCA_ 003862195.1)

Olegusella sp900315165 (GB_GCA 900315165.1)

Oleguselia sp900314685 (GB_ GCA_900314685.1)
Olegusella massiliensis (RS_GCF_900078545.1)

Olegusella sp000466405 (RS_GCF_000466405.1)

Olegusella sp002407925 (GB_GCA_002407325.1)

UBA1367 sp902779675 (GB_GCA_902779675.1)
UBA1367 sp902766835 (GB_GCA_902766835.1)
UBA1367 sp902790135 (GB_GCA_902790135.1
UBAL1367 sp902777325 (GB_GCA_902777325.1
UBA1367 sp902778135 (GB_GCA_902778135.1

UBA1367 sp002305995 (GB_GCA_002305995.1)

UBA1367 sp902801175 (GB_GCA_902801175.1)
UBA1367 sp900314645 (GB_GCA_900314645.1)

UBA1367 sp002449555 (GB_GCA_002449555.1)

UBA1367 sp902797175 (GB_GCA_902797175.1)

UBA1367 sp902788705 (GB_GCA_902788705.1)

UBA1367 sp902772435 (GB_GCA_902772435.1)
RUG440 sp902803315 (GB_GCA_902803315.1)

_l

RUG440 sp902793465 (GB_GCA_902793465.1)
RUG440 sp902772085 (GB_GCA_902772085.1)
RUG440 sp902793195 (GB_GCA_902793195.1)
RUG440 sp902780305 (GB_GCA_902780305.1)

— RUG440 sp902766445 (GB_GCA_902766445.1)

b RUG440 sp900318935 (GB_GCA_900318935.1)
RUG440 sp902798915 (GB_GCA_902798915.1)

RUG440 sp902786015 (GB_GCA_902786015.1)
UBA7741 sp900314575 (GB_GCA_900314575.1)

UBA7741 sp900314495 (GB_GCA_900314495.1)

Olsenella_E provencensis (RS_GCF_900128445.1)
Olsenella_E sp012027725 (RS_GCF_012027725.1)
Olsenella_E sp002159535 (RS_GCF_002159535.1)

Olsenella_E sp002159625 (RS_GCF_002159625.1)

Olsenella_E mediterranea (RS_GCF_900119385.1)
_|_=0|senella E sp002159495 (RS_GCF_002159495.1)

Olsenella_E sp002160255 (RS_GCF_002160255.1)
Olsenella_E timonensis (RS_GCF_900119915.1)

Olsenella_E sp002159735 (RS_GCF_002159735.1)
l— Olsenella_E sp002305805 (GB_GCA _002305805.1)

Olsenella_E sp002407785 (GB_GCA_002407785.1)
Olsenella_E sp900540955 (GB_GCA_900540955.1)
Olsenella_E sp003150175 (GB_GCA_003150175.1)

Olsenella_E sp002440065 (GB_GCA_002440065.1)

Olsenella_E sp003609875 (RS_GCF_003609875.1)
Lancefieldella sp900555335 (GB_GCA_900555335.1)
I.EL::mcefleldelIa sp000564995 (RS_GCF_000564995.1)

Lancefieldella sp902373375 (GB_GCA_902373375.1)
Lancefieldella parvula (RS_GCF_000024225.1)
Lancefieldella sp000411555 (RS_GCF_000411555.1)

Lancefieldella rimae (RS_GCF “000174015.1)
Olsenella_B sp902773995 (GB_GCA_902773995.1)
Olsenella_B sp900770865 (GB_GCA_900770865.1)
Olsenella_B sp900768455 (GB_GCA_900768455.1)
Olsenella_B sp000752675 (RS_GCF_000752675.2)
Olsenella_B sp900119625 (RS_GCF 900119625.1)
Olsenella_B scatoligenes (RS_GCF_001494635.1)
Olsenella_B sp900111695 (RS_GCF_900111695.1)

Olsenella_B sp900548775 (GB_GCA _900548775.1)
Olsenella_B sp900605015 (RS_GCF_900605015.1)
Olsenella_B sp004557505 (GB_GCA_004557505.1)

Olsenella_D sp002331575 (GB_GCA 002331575.1)

CADAUAO01 sp900315375 (GB_GCA 902791035.1)
RUG721 sp900321745 (GB_GCA_902795065.1)

RUG721 sp004010535 (RS_GCF_004010535.1)
g

&= UBA7748 sp900314535 (GB_GCA_900314535.1)

UBA7748 sp900313905 (GB_GCA_900313905.1

UBA7748 sp003862175 (GB_GCA_003862175.1)

Olsenella sp001457795 (RS_GCF_001457795.1)
Olsenella sp001189515 (RS_GCF_001189515.2)
Olsenella sp900316105 (GB_GCA _900316105.1)

Olsenella profusa (RS_GCF_000468755.1)
Olsenella urininfantis (RS_GCF_900155635.1)

Fannyhessea vaginae_A (RS_GCF_000179715.1)

Fannyhessea vaginae (RS_GCF_000159235.2)



Ureaplasma urealyticum (RS_GCF_000169535.1)

Ureaplasma parvum (RS_GCF_000019345.1)

Ureaplasma diversum (RS_GCF_000731915.1)

Ureaplasma canigenitalium (RS_GCF_000712165.1)

Ureaplasma sp900544585 (GB_GCA_900544585.1)

Mycoplasma_L liparidae (GB_GCA_009884515.1)

Malacoplasma_A sp902782585 (GB_GCA_902782585.1)

Malacoplasma_A sp900316595 (GB_GCA_900316595.1)

Malacoplasma_A sp902800015 (GB_GCA_902800015.1)

Malacoplasma_A sp902791895 (GB_GCA_902791895.1)

Malacoplasma_A sp002372615 (GB_GCA_002372615.1)

Malacoplasma_A girerdii (GB_GCA_002215425.1)

RUG11194 sp902789825 (GB_GCA_902789825.1)

RUG11194 sp902766725 (GB_GCA_902766725.1)

Malacoplasma iowae (RS_GCF_900660615.1)

Malacoplasma penetrans (RS_GCF_000011225.1)



UBA4855 sp900540395 (GB_GCA_900540395.1)

UBA4855 sp900545015 (GB_GCA_900545015.1)

UBA4855 sp002399785 (GB_GCA_002399785.1)

UBA4855 sp900540365 (GB_GCA_900540365.1)

UBA4855 sp002438785 (GB_GCA_002438785.1)

UBA4855 sp002451465 (GB_GCA_002451465.1)



}Carnobacterium_A mobile (RS_GCF_000744825.1)

==Carnobacterium_A sp002418295 (GB_GCA_002418295.1)

—C 2 0Obacterium_A sp001483965 (RS_GCF_001483965.1)

pr—C 3 rnobacterium_A iners (RS_GCF_900177385.1)

—C arnobacterium_A funditum (RS_GCF_000744185.1)



lostridium sp900547475 (GB_GCA_900547475.1)

lostridium cuniculi (RS_GCF_004353185.1)

e |0 triciUM SP900543325 (GB_GCA_900543325.1)

lostridium sp900766315 (GB_GCA_900766315.1)

r——C |0stridium sp900540255 (GB_GCA_900540255.1)

b |0Stridium saudiense (RS_GCF_000577815.1)

—C | 0Stridium celatum (RS_GCF_000320405.1)



ifidobacterium sp009193305 (RS_GCF_009193305.1)

ifidobacterium felsineum (RS_GCF_002802915.1)

Bifidobacterium imperatoris (RS_GCF_002860405.1)

ifidobacterium saguini (RS_GCF_000741715.1)

—n fidobacterium reuteri (RS_GCF_000741695.1)

ifidobacterium sp012932375 (RS_GCF_012932375.1)

Bifidobacterium scaligerum (RS_GCF_002802865.1)

——Bifidobacterium callitrichidarum (RS_GCF_003129905.1)

—( fidobacterium myosotis (RS_GCF_002259745.1)

ifidobacterium infantis (RS_GCF_000269965.1)

ifidobacterium longum (RS_GCF_000196555.1)

Bifidobacterium breve (RS_GCF_001025175.1)



p—— Schaedlerella sp009911175 (RS_GCF_009911175.1)

— S chaedlerella sp000403295 (RS_GCF_000403295.1)

Schaedlerella arabinosiphila (RS_GCF_003885045.1)

—Chaedlerella sp009774255 (GB_GCA_009774255.1)

Schaedlerella glycyrrhizinilytica (RS_GCF_001311035.1)

Schaedlerella sp900765975 (RS_GCF_900765975.1)

Schaedlerella sp004556565 (GB_GCA_004556565.1)



e C e lulOSilyticum sp900556665 (GB_GCA_900556665.1)

b Cellulosilyticum ruminicola (RS_GCF_001311925.1)

Cellulosilyticum lentocellum (RS_GCF_000178835.2)

Cellulosilyticum sp002735925 (RS_GCF_002735925.1)

FMMPO1 sp900095725 (RS_GCF_900095725.1)

Niameybacter massiliensis (RS_GCF_001282685.1)

— \|jameybacter sp900551325 (GB_GCA_900551325.1)

— \|iameybacter sp900549765 (GB_GCA_014384995.1)



AG-81 sp000435795 (GB_GCA_014385265.1)

AG-81 sp900556965 (GB_GCA_900556965.1)

CAG-81 sp900066055 (RS_GCF_003480435.1)

CAG-81 sp900066535 (RS_GCF_003435375.1)

m—CAG-81 sp900066785 (RS_GCF_003478035.1)

AG-81 sp900541255 (GB_GCA_900541255.1)

AG-81 sp009917545 (RS_GCF_009917545.1)



e Sphaerochaeta sp012514185 (GB_GCA_012514185.1)

— Sphaerochaeta sp002432715 (GB_GCA_002432715.1)

— Sphaerochaeta sp012511235 (GB_GCA_012511235.1)

— S nhaerochaeta globosa (RS_GCF_000190435.1)

[ Sphaerochaeta sp012519125 (GB_GCA_012519125.1)
Sphaerochaeta sp001603115 (GB_GCA_001603115.1)

—Sphaerochaeta sp009930195 (GB_GCA_009930195.1)

Sphaerochaeta halotolerans (RS_GCF_003429665.1)

Sphaerochaeta sp003247345 (GB_GCA_003247345.1)

pr— S Dhaerochaeta sp012800465 (GB_GCA_012800465.1)

— Sphaerochaeta sp004294855 (GB_GCA_004294855.1)

—Sphaerochaeta sp012519115 (GB_GCA_012519115.1)

Sphaerochaeta sp001604325 (GB_GCA_001604325.1)

Sphaerochaeta sp001603105 (GB_GCA_001603105.1)

pr— S phaerochaeta sp012838275 (GB_GCA_012838275.1)

— S Dhaerochaeta sp003446545 (GB_GCA_003446545.1)

Sphaerochaeta pleomorpha (RS_GCF_000236685.1)

RUG023 sp900315435 (GB_GCA_900315435.1)

Spiro—01 sp900769955 (RS_GCF_900769955.1)

Spiro-01 sp009695635 (RS_GCF_009695635.1)

Spiro—-01 sp001604265 (GB_GCA_001604265.1)

UBAS5920 sp002452215 (GB_GCA_002452215.1)

UBA5920 sp002406055 (GB_GCA_002406055.1)

RZYOO01 sp009930325 (GB_GCA_009930325.1)



-rCAG—llO Sp900546075 (GB_GCA_900546075.1)

CAG-110 sp000434635 (GB_GCA_000434635.1)

CAG-110 sp002436765 (GB_GCA_002436765.1)

CAG-110 sp004562395 (GB_GCA_004562395.1)

CAG-110 sp002493965 (GB_GCA_002493965.1)

CAG-110 sp002362625 (GB_GCA_002362625.1)

CAG-110 sp002362145 (GB_GCA_002362145.1)

CAG-110 sp900554625 (GB_GCA_900554625.1)

s CAG-110 5p900544945 (GB_GCA_900544945.1)

CAG-110 sp002437585 (GB_GCA_002437585.1)

CAG-110 sp900762245 (GB_GCA_900762245.1)

CAG-110 sp900763965 (GB_GCA_900763965.1)

AG-110 sp004555705 (GB_GCA_004555705.1)

CAG-110 sp900769845 (GB_GCA_900769845.1)

CAG-110 sp900769835 (GB_GCA_900769835.1)

CAG-110 sp900549705 (GB_GCA_900549705.1)

CAG-110 sp900549495 (GB_GCA_900549495.1)

CAG-110 sp900553805 (GB_GCA_900553805.1)

AG-110 sp900770015 (GB_GCA_900770015.1)

CAG-110 sp900556935 (GB_GCA_900556935.1)

CAG-110 sp900540635 (GB_GCA_900540635.1)

AG-110 sp900547405 (GB_GCA_900547405.1)

AG-110 sp900752285 (GB_GCA_900752285.1)



UBA1191 sp902786815 (GB_GCA_902786815.1)

UBA1191 sp902772685 (GB_GCA_902772685.1)

UBA1191 sp902787725 (GB_GCA_902787725.1)

UBA1191 sp002310095 (GB_GCA_002310095.1)

UBA1191 sp902763505 (GB_GCA_902763505.1)

UBA1191 sp902795135 (GB_GCA_902795135.1)

[~ UBAL191 sp902797195 (GB_GCA_902797195.1)

I' UBA1191 sp902783525 (GB_GCA_902783525.1)

UBA1191 sp902796875 (GB_GCA_902796875.1)

UBA1191 sp902766185 (GB_GCA_902766185.1)

UBA1191 sp902797095 (GB_GCA_902797095.1)

UBA1191 sp900542385 (GB_GCA_900542385.1)

UBA1191 sp900549125 (GB_GCA_014306095.1)

UBA1191 sp900066305 (RS_GCF_902362435.1)

UBA1191 sp900545775 (RS_GCF_014385065.1)

UBA1191 sp900543485 (GB_GCA_900543485.1)

UBA1191 sp012513435 (GB_GCA_012513435.1)

BX12 sp014333425 (RS_GCF_014333425.1)

| BX12 sp009911365 (RS_GCF_009911365.1)

— B X 12 5p902363595 (RS_GCF_902363595.1)

Eubacterium_M sp900540015 (GB_GCA_900540015.1)

Eubacterium_M brachy (RS_GCF_000488855.1)

RUG13615 sp902790905 (GB_GCA_902790905.1)

RUG100 sp900315555 (GB_GCA_900315555.1)

UBA3738 sp902803725 (GB_GCA_902803725.1)

UBA3738 sp002372505 (GB_GCA_002372505.1)

UBA1422 sp012515135 (GB_GCA_012515135.1)

UBA1422 sp002304835 (GB_GCA_002304835.1)



pe—|Jreaplasma urealyticum (RS_GCF_000169535.1)

— | reaplasma parvum (RS_GCF_000019345.1)

Ureaplasma diversum (RS_GCF_000731915.1)

Ureaplasma canigenitalium (RS_GCF_000712165.1)

Ureaplasma sp900544585 (GB_GCA_900544585.1)

Mycoplasma_L liparidae (GB_GCA_009884515.1)




Parabacteroides sp900547435 (GB_GCA_900547435.1)

Parabacteroides sp002159645 (RS_GCF_002159645.1)

pr— P2 rabacteroides sp900548175 (GB_GCA_900548175.1)

P arabacteroides sp000436495 (GB_GCA_000436495.1)

Parabacteroides sp900549585 (GB_GCA_900549585.1)

Parabacteroides sp004562445 (GB_GCA_004562445.1)

P arabacteroides distasonis_A (RS_GCF_004793765.1)

== Parabacteroides distasonis (RS_GCF_000012845.1)

—P 3 rabacteroides sp011038785 (RS_GCF_011038785.1)

Parabacteroides sp900770835 (GB_GCA_900770835.1)

Parabacteroides sp900552415 (GB_GCA_900552415.1)



Peribacillus simplex_D (RS_GCF_900156045.1)

Peribacillus frigoritolerans (RS_GCF_001636405.1)

Peribacillus sp002835675 (RS_GCF_002835675.1)

Peribacillus simplex (RS_GCF_002243645.1)

Peribacillus simplex_A (RS_GCF_001578185.1)

Peribacillus muralis_A (RS_GCF_001645685.2)

Peribacillus simplex_B (RS_GCF_001542915.1)

—— Peribacillus muralis (RS_GCF_001439925.1)

— Peribacillus butanolivorans (RS_GCF_001273755.1)

I—Peribacillus asahii_A (RS_GCF_004006295.1)

I—Peribacillus asahii (RS_GCF_003570725.1)

Peribacillus massiliglaciei (RS_GCF_900098925.1)

— Peribacillus psychrosaccharolyticus (RS_GCF_000305495.1)

pr— Peribacillus sp001510645 (RS_GCF_001510645.1)

—— Deribacillus loiseleuriae (RS_GCF_001183985.1)

— Peribacillus huizhouensis (RS_GCF_014138605.1)

Peribacillus sp900112495 (RS_GCF_900112495.1)



[ UBA4372 sp902770725 (GB_GCA_902770725.1)

L UBada72 $p900320565 (GB_GCA_900320565.1)

UBA4372 sp902779315 (GB_GCA_902779315.1)

UBA4372 sp902778625 (GB_GCA_902778625.1)

UBA4372 sp902768605 (GB_GCA_902768605.1)

UBA4372 sp902763865 (GB_GCA_902763865.1)

UBA4372 sp900313705 (GB_GCA_900313705.1)

UBA4372 sp902776455 (GB_GCA_902776455.1)

UBA4372 sp902799985 (GB_GCA_902799985.1)

UBA4372 sp002394305 (GB_GCA_002394305.1)

UBA4372 sp900543815 (GB_GCA_900543815.1)

UBA4372 sp002316015 (GB_GCA_002316015.1)

UBA4372 sp900766785 (GB_GCA_900766785.1)
UBA4372 sp902801485 (GB_GCA_902801485.1)

UBA4372 sp902791675 (GB_GCA_902791675.1)

UBA4372 sp902775385 (GB_GCA_902775385.1)

UBA4372 sp002494215 (GB_GCA_002494215.1)

UBA4372 sp004559785 (GB_GCA_004559785.1)

UBA4372 sp002314945 (GB_GCA_002314945.1)

UBAA4372 sp902788315 (GB_GCA_902788315.1)

UBA4372 sp900320715 (GB_GCA_902787575.1)

—)BA4372 sp002297545 (GB_GCA_002297545.1)

—)BA4372 sp900770805 (GB_GCA_900770805.1)

UBA4372 sp900313335 (GB_GCA_900313335.1)

UBA4372 sp002450165 (GB_GCA_002450165.1)

UBA4372 sp002373535 (GB_GCA_002373535.1)
_EUBA4372 sp902784475 (GB_GCA_902784475.1)

UBA4372 sp900320435 (GB_GCA_900320435.1)

UBA4372 sp902791295 (GB_GCA_902791295.1)

UBA4372 sp902802815 (GB_GCA_902802815.1)



bClostridium_P ventriculi (RS_GCF_900456775.1)

lostridium_P perfringens (RS_GCF_000013285.1)

lostridium_P tarantellae (RS_GCF_009295725.1)

lostridium_P mediterraneense (RS_GCF_900091705.1)

lostridium_P massiliamazoniense (RS_GCF_001403635.1)



[ Mediterraneibacter sp900752395 (RS_GCF_900752395.1)

e Mediterraneibacter torques (RS_GCF_000153925.1)

Mediterraneibacter sp002159505 (RS_GCF_002159505.1)

I Mediterraneibacter sp900553885 (GB_GCA_900553885.1)

Mediterraneibacter sp002160525 (RS_GCF_002160525.1)

_: Mediterraneibacter sp900555215 (GB_GCA_900555215.1)
Mediterraneibacter sp002161355 (RS_GCF_002161355.1)

Mediterraneibacter sp900761655 (RS_GCF_900761655.1)

Mediterraneibacter sp900120155 (RS_GCF_900120155.1)

[ Mediterraneibacter sp900751785 (RS_GCF_900751785.1)

| S Mediterraneibacter sp002314255 (GB_GCA_002314255.1)

Mediterraneibacter faecis (RS_GCF_001312505.1)

Mediterraneibacter lactaris (RS_GCF_000155205.1)

I Mediterraneibacter sp014287475 (RS_GCF_014287475.1)

Mediterraneibacter massiliensis (RS_GCF_001487105.1)

Mediterraneibacter sp900541505 (GB_GCA_900541505.1)
~™ Muricomes sp013911065 (GB_GCA_013911065.1)

— Muricomes contortus_C (RS_GCF_003149105.1)

[ Muricomes intestini (RS_GCF_004346165.1)
! Muricomes sp001517425 (RS_GCF_001517425.1)

E Muricomes contortus_B (RS_GCF_001404335.1)
Muricomes sp000509105 (RS_GCF_000509105.1)

Muricomes fissicatena_A (RS_GCF_001028025.1)

Muricomes oroticus (RS_GCF_003149245.1)

Muricomes sp900604355 (RS_GCF_900604355.1)

[ Ruminococcus_B gnavus (RS_GCF_008121495.1)

— R Minococcus_B sp900544395 (GB_GCA_900544395.1)
_LSChaedlerella sp009911175 (RS_GCF_009911175.1)
Schaedlerella sp000403295 (RS_GCF_000403295.1)

Schaedlerella arabinosiphila (RS_GCF_003885045.1)

Schaedlerella sp009774255 (GB_GCA_009774255.1)

r

| Schaedlerella glycyrrhizinilytica (RS_GCF_001311035.1)

Schaedlerella sp900765975 (RS_GCF_900765975.1)

Schaedlerella sp004556565 (GB_GCA_004556565.1)

r

L Schaedlerella sp002320245 (GB_GCA_002320245.1)

Schaedlerella sp900066545 (RS_GCF_003480425.1)



Bulleidia sp902761625 (GB_GCA_902761625.1)
_EBulleidia sp000701725 (RS_GCF_000701725.1)
Bulleidia sp902775735 (GB_GCA_902775735.1)

—

Bulleidia sp902786245 (GB_GCA_902786245.1)

Bulleidia sp900320455 (GB_GCA_900320455.1)

e Builleiclia SPY02793635 (GB_GCA_902793635.1)
e Bullleidlia 5p902778375 (GB_GCA_902778375.1)

Bulleidia sp902784015 (GB_GCA_902784015.1)

Bulleidia sp902766675 (GB_GCA_902766675.1)

Bulleidia sp902766005 (GB_GCA_902766005.1)

_l—l

Bulleidia sp900315225 (GB_GCA_900315225.1)

Bulleidia sp902766435 (GB_GCA_902766435.1)
g Bulleidia sp902796465 (GB_GCA_902796465.1)

b Bulleidia sp902782955 (GB_GCA_902782955.1)

Bulleidia sp900315065 (GB_GCA_900315065.1)

— 1

Bulleidia sp012516665 (GB_GCA_012516665.1)

Bulleidia sp900539965 (GB_GCA_014610835.1)

Bulleidia massiliensis_A (RS_GCF_900343155.1)

Bulleidia sp900319505 (GB_GCA_900319505.1)
g Bulleidia sp900554555 (GB_GCA_900554555.1)

ke Bulleidia moorei (RS_GCF_000425005.1)

= Bulleidia sp900770275 (RS_GCF_900770275.1)

e Buleidlia timonensis (RS_GCF_900240265.1)

Bulleidia sp900314345 (GB_GCA_900314345.1)
= Bulleidia sp900314905 (GB_GCA_900314905.1)

k= Bylleidia massiliensis_B (RS_GCF_900290205.1)

Bulleidia sp903789495 (GB_GCA_903789495.1)

Bulleidia sp009929095 (GB_GCA_009929095.1)

Bulleidia sp003446295 (GB_GCA_003446295.1)
g~ Bulleidia sp902795905 (GB_GCA_902795905.1)

—]

b Bulleidia sp002372175 (GB_GCA_002372175.1)

Bulleidia sp902797775 (GB_GCA_902797775.1)

UBA9076 sp003537975 (GB_GCA_012523895.1)
UBA9076 sp012513225 (GB_GCA_012513225.1)

E Holdemania sp900120005 (RS_GCF_900120005.1)

Holdemania filiformis (RS_GCF_000157995.1)

Holdemania massiliensis (RS_GCF_000327285.1)

Anaerorhabdus furcosa (RS_GCF_900167375.1)

UBA636 spa00321955 (GB_GCA_900321955.1)
_EUBAGBG sp002362065 (GB_GCA_002362065.1)
UBA636 spo02795875 (GB_GCA_902795875.1)

UBA636 sp902803275 (GB_GCA_902803275.1)
1 UBA636 sp902803055 (GB_GCA_902803055.1)

UBA636 sp902803785 (GB_GCA_902803785.1)

UBA636 sp902795865 (GB_GCA_902795865.1)

UBAG36 sp902796525 (GB_GCA_902796525.1)

UBA636 sp900546285 (GB_GCA_900546285.1)

1

UBA636 sp002299675 (GB_GCA_002299675.1)

RQZEO1 sp003858585 (RS_GCF_003858585.1)

UBA636 sp002314515 (GB_GCA_002314515.1)
UBA636 sp002315565 (GB_GCA_002315565.1)

Bulleidia extructa (RS_GCF_000177375.1)



Lawsonibacter sp009917615 (RS_GCF_009917615.1)

Lawsonibacter sp009911645 (RS_GCF_009911645.1)

p—|_2\vsONibacter sp009911595 (RS_GCF_009911595.1)

—_5\\SONiIbacter sp000492175 (RS_GCF_000492175.1)

Lawsonibacter sp003612335 (RS_GCF_003612335.1)

Lawsonibacter sp900763995 (GB_GCA_900763995.1)

Lawsonibacter sp900066645 (RS_GCF_902362775.1)



RUGA472 sp902802805 (GB_GCA_902802805.1)
RUG472 sp902798825 (GB_GCA_902798825.1)
RUGA472 sp902802575 (GB_GCA_902802575.1
RUG472 sp902761365 (GB_GCA_902761365.1
RUG472 sp902768995 (GB_GCA_902768995.1)
RUG472 sp900319345 (GB_GCA 900319345.1)
RUGA472 sp902786465 (GB_GCA_902786465.1)
RUG472 sp902801845 (GB_GCA 902801845.1)
RUG472 sp902765005 (GB_GCA_902765005.1)

RUG472 sp900545265 (GB_GCA_900545265.1)

UBA3792 sp902792295 (GB_GCA _902792295.1)
UBA3792 sp902789675 (GB_GCA_902789675.1)
UBA3792 sp900318745 (GB_GCA_900318745.1)
UBA3792 sp002369195 (GB _GCA 002369195.1)

r——JBA3792 5p902768795 (GB_GCA_902768795.1)
UBA3792 sp900318765 (GB_GCA_900318765.1)
Iy yeer $p902790115 (GB_GCA_902790115.1)
WRCTO1 sp009783775 (GB_GCA_009783775.1)
WRCTO1 sp009779405 (GB_GCA_009779405.1)
UBA7703 sp013824375 (GB_GCA_013824375.1)
UBA7703 sp002841395 (GB_GCA_002841395.1)
UBA7703 sp002482505 (GB_GCA_002482505.1)
UBA7703 sp003486785 (GB_GCA_003486785.1)

UBA7703 sp003246365 (GB_GCA_003246365.1)
b UBA7703 5012517905 (GB_GCA 012517905.1)

[ UMIGS1241 5p900550525 (GB_GCA_900550525.1)
UMGS1241 sp900540495 (GB_GCA_900540495.1)

b MG S 1241 sp900549955 (GB_GCA_900549955.1)
CAG-1024 sp004554165 (GB_GCA_004554165.1)
CAG-1024 sp000432015 (GB_GCA_000432015.1)

PeH17 sp900542285 (GB_GCA_900542285.1)
| PeH17 sp001940845 (GB_GCA_001940845.1)
PeH17 sp004556165 (GB_GCA_004556165.1)
I PeH17 sp902794055 (GB_GCA_902794055.1)
h— PeH17 sp002309375 (GB_GCA_002309375.1)

PeH17 sp000435055 (GB_GCA_ 000435055.1)
UBA3857 sp900313585 (GB_GCA 902787375.1)
UBA3857 5p002392505 (GB_ GCA_002392505.1)
DUPGO1 sp012838425 (GB_GCA_012838425.1)

—— DUPGO1 sp012511925 (GB_GCA_012511925.1)

RUG14239 sp902797145 (GB_GCA_902797145.1)
UMGS946 sp900547135 (GB_GCA_900547135.1)
UMGS946 sp900544965 (GB_GCA_900544965.1)

SFDBO1 sp004558825 (GB_GCA 004558825.1)
= UBA1685 5p004560435 (GB_GCA_004560435.1)
UBA1685 sp002320595 (GB_GCA_002320595.1)
b UBA1685 Sp900546845 (GB_GCA_900546845.1)
Phill $p004558525 (GB_GCA_004558525.1)

Phill sp001940855 (GB_GCA_001940855.1)

Phill sp002069725 (GB_GCA_002069725.1)
UBA7707 sp002482435 (GB_GCA_002482435.1)

UBA5394 sp003150565 (GB_GCA_900543475.1)
UBA5394 sp900542615 (GB_GCA_900542615.1
UBA5394 sp002409725 (GB_GCA_002409725.1

SFELO1 sp004557245 (GB_GCA_004557245.1)

UMGS693 sp900544555 (GB_GCA900544555.1)

MWCUO01 sp002070205 (GB_GCA_002070205.1)

UBA941 sp002293365 (GB_GCA_002293365.1)

UBA1431 sp002329665 (GB_GCA_002329665.1)

UBA6094 sp002435915 (GB_GCA_002435915.1)
 Christensenella minuta (RS_GCF_003628755.1)
l_r=Chr|stenseneIIa sp001678845 (RS_GCF_001678845.1)
Christensenella sp014287795 (RS_GCF_014287795.1)
|_| b Ci1ristensenella massiliensis (GB_GCA_900155415.1)

1 Christensenella hongkongensis (RS_GCF_000981035.1)
Christensenella timonensis (RS_GCF_900087015.1)

UBA5399 sp003510345 (GB_GCA_003510345.1)
UBA5399 sp002407725 (GB_GCA_002407725.1)

ANAO1 sp902782475 (GB_GCA_902782475.1)
1)

Q
QANAO1 sp003149735 (GB_GCA_003149735.
QANAO1 sp900554725 (GB_GCA_900554725.1)

NSJ-63 sp014384805 (GB_GCA._014384805.1)
HGM11616 sp900761075 (RS_GCF_900761075.1)

UMGS743 sp900545085 (GB_GCA_900545085.1)

QAKSO01 sp003343685 (GB_GCA_003343685.1)
SZUA-584 sp012719815 (GB_GCA 012719815.1)
SZUA-584 sp003249555 (GB_GCA_003249555.1)

DTFZ01 sp011335035 (GB_GCA_011335035.1)
UMGS1975 sp900556815 (GB_GCA_900556815.1)

| UMGS1975 sp900546685 (GB_GCA_900546685.1)
s |JMGS1975 sp900751745 (RS_GCF_900751745.1)

QANDO1 sp003150225 (GB_GCA_003150225.1)




pe—C|ostridium_AQ innocuum (RS_GCF_012317185.1)

e Clostridium_AQ sp003481775 (RS_GCF_003481775.1)

—C|0stridium_AQ sp000165065 (RS_GCF_000165065.1)

Clostridium_AQ sp900552125 (GB_GCA_900552125.1)

Amedibacterium intestinale (RS_GCF_010537335.1)

Longicatena caecimuris (RS_GCF_004341945.1)

Amedibacillus dolichus (RS_GCF_000154285.1)

NSJ-61 sp003433845 (RS_GCF_014337235.1)



Alkalibacterium subtropicum (RS_GCF_900112455.1)

Alkalibacterium putridalgicola (RS_GCF_900109825.1)

Alkalibacterium gilvum (RS_GCF_900109085.1)

Alkalibacterium kapii (RS_GCF_007988865.1)

Alkalibacterium sp001885615 (RS_GCF_001885615.1)

Alkalibacterium pelagium (RS_GCF_900109325.1)

Alkalibacterium thalassium (RS_GCF_900101165.1)

Alkalibacterium sp000585255 (RS_GCF_000585255.1)

Alkalibacterium olivapovliticus (RS_GCF_003003275.1)

Alkalibacterium sp007692455 (GB_GCA_007692455.1)

Alkalibacterium sp002500855 (RS_GCF_009935905.1)

Marinilactibacillus piezotolerans (RS_GCF_900114235.1)

Marinilactibacillus psychrotolerans (RS_GCF_900101525.1)

Marinilactibacillus piezotolerans_A (RS_GCF_900169305.1)

Atopostipes suicloacalis (RS_GCF_900129085.1)

Allofustis seminis (RS_GCF_000374325.1)

Alloiococcus otitis (RS_GCF_000315445.1)

Dolosigranulum pigrum (RS_GCF_000245815.1)



Parabacteroides sp900547435 (GB_GCA_900547435.1)

Parabacteroides sp002159645 (RS_GCF_002159645.1)

pr— P2 rabacteroides sp900548175 (GB_GCA_900548175.1)

P arabacteroides sp000436495 (GB_GCA_000436495.1)

Parabacteroides sp900549585 (GB_GCA_900549585.1)

Parabacteroides sp004562445 (GB_GCA_004562445.1)

P arabacteroides distasonis_A (RS_GCF_004793765.1)

== Parabacteroides distasonis (RS_GCF_000012845.1)

—P 3 rabacteroides sp011038785 (RS_GCF_011038785.1)

Parabacteroides sp900770835 (GB_GCA_900770835.1)

Parabacteroides sp900552415 (GB_GCA_900552415.1)



Bulleidia sp902761625 (GB_GCA_902761625.1)

_EBulleidia sp000701725 (RS_GCF_000701725.1)
| Bulleidia sp902775735 (GB_GCA_902775735.1)

Bulleidia sp902786245 (GB_GCA_902786245.1)

1 Bulleidia sp900320455 (GB_GCA_900320455.1)

g Beiclia SP902793635 (GB_GCA_902793635.1)
b Bl leiclia, SP902778375 (GB_GCA_902778375.1)
Bulleidia sp902784015 (GB_GCA_902784015.1)
Bulleidia sp902766675 (GB_GCA_902766675.1)
Bulleidia sp902766005 (GB_GCA_902766005.1)

_|_| Bulleidia sp900315225 (GB_GCA_900315225.1)
Bulleidia sp902766435 (GB_GCA_902766435.1)

T g= Bulleidia sp902796465 (GB_GCA_902796465.1)
s Bulleidia SP902782955 (GB_GCA_902782955.1)

Bulleidia sp900315065 (GB_GCA_900315065.1)
_I_' Bulleidia sp012516665 (GB_GCA_012516665.1)
Bulleidia sp900539965 (GB_GCA_014610835.1)
Bulleidia massiliensis_A (RS_GCF_900343155.1)
- Bulleidia sp900319505 (GB_GCA_900319505.1)
= Bulleidia sp900554555 (GB_GCA_900554555.1)

_I &= Bulleidia moorei (RS_GCF_000425005.1)
Bulleidia extructa (RS_GCF_000177375.1)

== Bulleidia sp900770275 (RS_GCF_900770275.1)
_I b Bylleidia timonensis (RS_GCF_900240265.1)
Bulleidia sp900314345 (GB_GCA_900314345.1)
g Bleidia sp900314905 (GB_GCA_900314905.1)
&= Bulleidia massiliensis_B (RS_GCF_900290205.1)
Bulleidia sp903789495 (GB_GCA_903789495.1)

Bulleidia sp009929095 (GB_GCA_009929095.1)
1 Bulleidia sp003446295 (GB_GCA_003446295.1)
g~ Bulleidia sp902795905 (GB_GCA_902795905.1)
] L Bulleidia sp002372175 (GB_GCA_002372175.1)
Bulleidia sp902797775 (GB_GCA_902797775.1)

UBA9076 sp003537975 (GB_GCA_012523895.1)

UBAQ076 sp012513225 (GB_GCA_012513225.1)

Holdemania filiformis (RS_GCF_000157995.1)

E Holdemania sp900120005 (RS_GCF_900120005.1)
e

Holdemania massiliensis (RS_GCF_000327285.1)
Anaerorhabdus furcosa (RS_GCF_900167375.1)

— UBA636 sp900321955 (GB_GCA_900321955.1)

UBAG36 sp002362065 (GB_GCA_002362065.1)
UBAG636 sp902795875 (GB_GCA_902795875.1)

|t UBAG36 sp902803275 (GB_GCA_902803275.1)

UBAG36 sp902803055 (GB_GCA_902803055.1)

UBAG636 sp902803785 (GB_GCA_902803785.1)

UBAG36 sp902795865 (GB_GCA_902795865.1)

UBA636 sp902796525 (GB_GCA_902796525.1)

UBAG36 sp900546285 (GB_GCA_900546285.1)

_l_l UBAG36 sp002299675 (GB_GCA_002299675.1)
UBA636 sp002314515 (GB_GCA_002314515.1)

UBA636 sp002315565 (GB_GCA_002315565.1)

RQZEO01 sp003858585 (RS_GCF_003858585.1)

— UBA1783 sp012800355 (GB_GCA_012800355.1)
UBA1783 sp012799935 (GB_GCA_012799935.1)

| s JBA1783 $p012520255 (GB_GCA_012520255.1)

L UBA1783 sp002315205 (GB_GCA_002315205.1)
RUG521 sp902795525 (GB_GCA_902795525.1)

——
RUG521 sp900319675 (GB_GCA_900319675.1)

pr—— RJG11872 sp902782505 (GB_GCA_902782505.1)

C— G 11872 sp902773425 (GB_GCA_902773425.1)
RUG14871 sp902803495 (GB_GCA_902803495.1)




_EDuodenibaciIIus sp900538905 (GB_GCA_900538905.1)
Duodenibacillus sp003472385 (RS_GCF_003472385.1)

b D0 deNibaCillUS SP900552915 (GB_GCA_900552915.1)
Duodenibacillus sp900767875 (GB_GCA 900767875.1)
Duodenibacillus sp900762555 (GB_GCA_900762555.1)

Duodenibacillus sp900552545 (GB_GCA_900552545.1)

Duodenibacillus sp900544255 (GB_GCA_900544255.1)
_:Duodenibacillus massiliensis (RS_GCF_900128485.1)
|—Duodenibacillus sp900315045 (GB_GCA_900315045.1)
e Duodenibacillus sp003488465 (GB_GCA_003488465.1)

_EDuodenibacillus sp900544335 (GB_GCA_900544335.1)
Duodenibacillus sp900542805 (GB_GCA_900542805.1)

— D U 0denibacillus sp002404465 (GB_GCA_002404465.1)

[Mesosutterella multiformis (RS_GCF_003402575.1)
Mesosutterella massiliensis (RS_GCF_001182045.1)

Mesosutterella sp902797695 (GB_GCA_902797695.1)
[Sutterella seckii_A (RS_GCF_009183815.1)
Sutterella faecalis (RS_GCF_006337085.1)

Sutterella sp900770335 (GB_GCA_900770335.1)

— S tterella wadsworthensis (RS_GCF_003315195.1)
[Sutterella sp900754475 (GB_GCA_900754475.1)
Sutterella megalosphaeroides (RS_GCF_003609995.1)
Sutterella parvirubra (RS_GCF_000250875.1)
|—Sutterella sp900545275 (GB_GCA_900545275.1)

Lsutterella sp900543805 (GB_GCA_900543805.1)

ESuttereIIa sp900764215 (GB_GCA_900764215.1)
Sutterella wadsworthensis_A (RS_GCF_000297775.1)

_:Sutterella sp900762445 (GB_GCA_900762445.1)
Sutterella sp900757865 (GB_GCA_900757865.1)

CAG-521 sp900545335 (GB_GCA_900545335.1)
LCAG—SZl Sp900544345 (GB_GCA_900544345.1)

AG-521 sp000437635 (GB_GCA_000437635.1)

CAG-521 sp902388655 (GB_GCA_902388655.1)

CAG-521 sp900553105 (GB_GCA_900553105.1)
| ECAG—521 $p002329575 (GB_GCA_002329575.1)

CAG-521 sp900546995 (GB_GCA_900546995.1)

_:CAG—SZI sp900554675 (GB_GCA_900554675.1)

AG-521 sp003543795 (GB_GCA_003543795.1)



)M GS966 sp900547185 (GB_GCA_900547185.1)

UMGS966 sp900761965 (RS_GCF_900761965.1)

Phocea massiliensis (RS_GCF_900104615.1)

Marseille-P2935 sp900104565 (RS_GCF_900104565.1)



Blautia_A sp900549015 (GB_GCA_900549015.1)

Blautia_A sp900547615 (GB_GCA_900547615.1)

Blautia_A sp900540785 (GB_GCA_900540785.1)

Blautia_A sp900541345 (GB_GCA_900541345.1)

Blautia_A sp902803215 (GB_GCA_902803215.1)

Blautia_A sp902782975 (GB_GCA_902782975.1)

Blautia_A sp902783305 (GB_GCA_902783305.1)



s S ir0—-01 5900769955 (RS_GCF_900769955.1)

— S Dir0—01 sp009695635 (RS_GCF_009695635.1)

Spiro-01 sp001604265 (GB_GCA_001604265.1)

UBA5920 sp002452215 (GB_GCA_002452215.1)

UBA5920 sp002406055 (GB_GCA_002406055.1)

RZYOO1 sp009930325 (GB_GCA_009930325.1)



Bacteroides sp900761785 (GB_GCA_900761785.1)
Bacteroides sp012113595 (RS_GCF_012113595.1)
Bacteroides congonensis (RS_GCF_900130125.1)
Bacteroides acidifaciens_A (RS_GCF_903181435.1)
Bacteroides sp900765785 (GB_GCA_900765785.1)

Bacteroides acidifaciens (RS_GCF_000613385.1)

Bacteroides sp900766005 (GB_GCA_900766005.1)

. Bacteroides sp902362375 (RS_GCF_902362375.1)
Bacteroides sp003463205 (RS_GCF_014334015.1)

Bacteroides ovatus (RS_GCF_001314995.1)

Bacteroides caecimuris (RS_GCF_001688725.2)

- Bacteroides xylanisolvens (GB_GCA_000210075.1)

Bacteroides sp007097645 (RS_GCF_009193295.2)
Bacteroides sp900066265 (RS_GCF_009193325.2)

p— Bacteroides finegoldii (RS_GCF_000156195.1)

Bacteroides sp900556625 (GB_GCA_900556625.1)

Bacteroides caccae (RS_GCF_002222615.2)

—— 2 cteroides sp900547205 (GB_GCA_900547205.1)

_EBacteroides faecis (RS_GCF_900106755.1)

L Bacteroides thetaiotaomicron (RS_GCF_000011065.1)

P acteroides sp900755095 (GB_GCA_900755095.1)

[Bacteroides sp003865075 (RS_GCF_003865075.1)

Bacteroides faecichinchillae (RS_GCF_000614145.1)

=B acteroides bouchesdurhonensis (RS_GCF_900155865.1)

B acteroides pyogenes_A (RS_GCF_014196225.1)

B acteroides pyogenes (RS_GCF_000428105.1)

Bacteroides sp009929715 (GB_GCA_009929715.1)

Bacteroides reticulotermitis (RS_GCF_000517545.1)



E Duodenibacillus sp900538905 (GB_GCA_900538905.1)
Duodenibacillus sp003472385 (RS_GCF_003472385.1)

—Dj0deNIbACIIUS SP900552915 (GB_GCA_900552915.1)

_:Duodenibacillus sp900767875 (GB_GCA_900767875.1)
Duodenibacillus sp900762555 (GB_GCA_900762555.1)

Duodenibacillus sp900552545 (GB_GCA_900552545.1)
Duodenibacillus sp900544255 (GB_GCA_900544255.1)

Duodenibacillus massiliensis (RS_GCF_900128485.1)
= Dyodenibacillus sp900315045 (GB_GCA_900315045.1)

e Dui0deniibacillus sp003488465 (GB_GCA_003488465.1)

_: Duodenibacillus sp900544335 (GB_GCA_900544335.1)
Duodenibacillus sp900542805 (GB_GCA_900542805.1)

— D |0denibacillus sp002404465 (GB_GCA_002404465.1)
= Mesosutterella multiformis (RS_GCF_003402575.1)
L Mesosutterella massiliensis (RS_GCF_001182045.1)

Mesosutterella sp902797695 (GB_GCA_902797695.1)
= Sutterella seckii_A (RS_GCF_009183815.1)

b Sutterella faecalis (RS_GCF_006337085.1)

Sutterella sp900770335 (GB_GCA_900770335.1)

Sutterella wadsworthensis (RS_GCF_003315195.1)
= Sutterella sp900754475 (GB_GCA_900754475.1)

L sutterella megalosphaeroides (RS_GCF_003609995.1)

Sutterella parvirubra (RS_GCF_000250875.1)
= Sutterella sp900545275 (GB_GCA_900545275.1)

& Sutterella sp900543805 (GB_GCA_900543805.1)
= Sutterella sp900764215 (GB_GCA_900764215.1)

b Sustterella wadsworthensis_A (RS_GCF_000297775.1)

Sutterella sp900762445 (GB_GCA_900762445.1)

Sutterella sp900757865 (GB_GCA_900757865.1)

CAG-521 sp900545335 (GB_GCA_900545335.1)
L CAG-521 sp900544345 (GB_GCA_900544345.1)

CAG-521 sp000437635 (GB_GCA_000437635.1)
CAG-521 sp902388655 (GB_GCA_902388655.1)
e CAG-521 sp900553105 (GB_GCA_900553105.1)

b CAG-521 sp002329575 (GB_GCA_002329575.1)

CAG-521 sp900546995 (GB_GCA_900546995.1)

CAG-521 sp900554675 (GB_GCA_900554675.1)

CAG-521 sp003543795 (GB_GCA_003543795.1)
Parasutterella sp900766055 (GB_GCA_900766055.1)
Parasutterella sp000980495 (GB_GCA_000980495.1)

Parasutterella sp900552195 (GB_GCA_900552195.1)

| Parasutterella excrementihominis (RS_GCF_000205025.1)
Parasutterella sp900554375 (GB_GCA_900554375.1)

Parasutterella sp009767915 (RS_GCF_009767915.1)
= Turicimonas sp900542195 (GB_GCA_900542195.1)

L Turicimonas muris (RS_GCF_002221595.1)



Roseburia sp900552665 (GB_GCA_900552665.1)

Roseburia inulinivorans (RS_GCF_000174195.1)

Roseburia sp004562005 (GB_GCA_004562005.1)

Roseburia sp900542495 (GB_GCA_900542495.1)

— 0seburia sp900756925 (GB_GCA_900756925.1)

Roseburia hominis (RS_GCF_000225345.1)

Roseburia sp900753715 (GB_GCA_900753715.1)

Roseburia intestinalis (RS_GCF_900537995.1)

Roseburia sp003470905 (RS_GCF_003470905.1)

Roseburia sp003483745 (GB_GCA_003483745.1)

Roseburia sp900550935 (GB_GCA_900550935.1)

Roseburia sp900548205 (GB_GCA_900548205.1)



e |Jreaplasma urealyticum (RS_GCF_000169535.1)

Ureaplasma parvum (RS_GCF_000019345.1)

Ureaplasma diversum (RS_GCF_000731915.1)

Ureaplasma canigenitalium (RS_GCF_000712165.1)

Ureaplasma sp900544585 (GB_GCA_900544585.1)

Mycoplasma_L liparidae (GB_GCA_009884515.1)

Malacoplasma_A sp902782585 (GB_GCA_902782585.1)

Malacoplasma_A sp900316595 (GB_GCA_900316595.1)

Malacoplasma_A sp902800015 (GB_GCA_902800015.1)

Malacoplasma_A sp902791895 (GB_GCA_902791895.1)

Malacoplasma_A sp002372615 (GB_GCA_002372615.1)

Malacoplasma_A girerdii (GB_GCA_002215425.1)

RUG11194 sp902789825 (GB_GCA_902789825.1)

RUG11194 sp902766725 (GB_GCA_902766725.1)

Malacoplasma iowae (RS_GCF_900660615.1)

Malacoplasma penetrans (RS_GCF_000011225.1)



UBA5416 sp900539175 (GB_GCA_900539175.1)

UBA5416 sp002409525 (GB_GCA_002409525.1)

OF09-33XD sp003481995 (GB_GCA_014337215.1)

e [-|sicatenibacter sp900772675 (RS_GCF_900772675.1)

= | sicatenibacter saccharivorans (RS_GCF_001405555.1)

Fusicatenibacter sp900543115 (GB_GCA_900543115.1)

UMGS1472 sp900552095 (GB_GCA_900552095.1)

UBA11957 sp003542935 (GB_GCA_003542935.1)

e RUMINOCOCCUS_A SP004562915 (GB_GCA_004562915.1)

== RuMinococcus_A sp004556655 (GB_GCA_004556655.1)

Ruminococcus_A sp002361775 (GB_GCA_002361775.1)

—— R UmMinococcus_A sp000432335 (GB_GCA_000432335.1)

Ruminococcus_A sp009929525 (GB_GCA_009929525.1)

r Ruminococcus_A faecicola (RS_GCF_004123145.1)

I— Ruminococcus_A sp003011855 (RS_GCF_003011855.2)

Ruminococcus_G gauvreauii (RS_GCF_000425525.1)



pr— C |0 stridium sp900759995 (GB_GCA_900759995.1)

— C|0stridium nigeriense (RS_GCF_900086595.1)

lostridium sartagoforme_B (RS_GCF_004794105.1)

pr— C|0stridium tertium (RS_GCF_900217175.1)

— C |0Stridium sartagoforme_A (RS_GCF_000401215.1)

lostridium sp012520205 (GB_GCA_012520205.1)

— C |0Stridium isatidis (RS_GCF_002285495.1)

|

I~Clostridium septicum (RS_GCF_003606265.1)

|

I-CIostridium chauvoei (RS_GCF_002327185.1)

lostridium gasigenes (RS_GCF_900104115.1)



Blautia_A sp003480185 (RS_GCF_003480185.1)
Blautia_A wexlerae (RS_GCF_000484655.1)

Blautia_A wexlerae_A (GB_GCA_008661915.1)
Blautia_A wexlerae B (RS_GCF_013300825.1)
Blautia_A luti (RS_GCF_009707925.1)
Blautia_A sp000285855 (GB_GCA_000285855.2)
Blautia_A sp003477525 (RS_GCF_003477525.1)
Blautia_A sp003471165 (RS_GCF_003471165.1)
— Blautia_A sp900756405 (RS_GCF_900756405.1)

Blautia_A sp900066205 (RS_GCF_013304735.1)

Blautia_A sp900066335 (RS_GCF_003461955.1)
Blautia_A massiliensis (RS_GCF_001487165.1)
Blautia_A schinkii (RS_GCF_013304825.1)
Blautia_A sp003474435 (RS_GCF_003474435.1)
b Blautia_A sp900764225 (RS_GCF_900764225.1)
Blautia_A faecis (RS_GCF_013302415.1)
_:Blautia_A sp900066145 (RS_GCF_003460605.1)
——B|autia_A sp900763175 (RS_GCF_900763175.1)

= Blautia_A sp900316115 (GB_GCA_900316115.1)
b Blautia_A sp900066505 (RS_GCF_013304385.1)

Blautia_A sp900066355 (GB_GCA_900066355.1)
AE Blautia_A obeum_B (GB_GCA_000210015.1)
Blautia_A sp900120195 (RS_GCF_900120195.1)

— B|autia_A obeum (RS_GCF_000153905.1)

Blautia_A sp900751995 (RS_GCF_900751995.1)
_|— Blautia_A sp900548245 (RS_GCF_009883055.1)

e Blautia_A sp000436615 (RS_GCF_003461245.1)

Blautia_A sp900551715 (GB_GCA_900551715.1)

A@A $p900551465 (GB_GCA_900551465.1)
Blautia_A sp900553515 (GB_GCA_900553515.1)
-| e Blauitia._A sp900541985 (GB_GCA_900541985.1)

[ Blautia_A caecimuris (RS_GCF_013302405.1)

Blautia_A sp900551075 (GB_GCA_900551075.1)

Blautia_A schinkii_A (GB_GCA_000702025.1)
Blautia_A sp900549015 (GB_GCA_900549015.1)
Blautia_A sp900547615 (GB_GCA_900547615.1)

Blautia_A sp900540785 (GB_GCA_900540785.1)

Blautia_A sp900541345 (GB_GCA_900541345.1)

Blautia_A sp902803215 (GB_GCA_902803215.1)
1 Blautia_A sp902782975 (GB_GCA_902782975.1)

Blautia_A sp902783305 (GB_GCA_902783305.1)

Blautia_A sp002159835 (RS_GCF_002159835.1)




Sporosarcina sp002743375 (RS_GCF_002743375.1)

Sporosarcina sp002743255 (RS_GCF_002743255.1)

Sporosarcina ureae_B (RS_GCF_002101375.1)

Sporosarcina ureae_A (RS_GCF_002082015.1)

Sporosarcina ureae (RS_GCF_000425545.1)

Sporosarcina sp002743335 (RS_GCF_002743335.1)

b Sporosarcina ureae_C (RS_GCF_002109325.1)

— Sn0rosarcina sp002077155 (RS_GCF_002077155.1)

pe— Snorosarcina sp003351785 (RS_GCF_003351785.1)

— S 0r0Sarcina sp002743055 (RS_GCF_002743055.1)

pr— S ) 0rosarcina sp009651005 (RS_GCF_009651005.1)

— Sporosarcina newyorkensis (RS_GCF_000220335.1)

Sporosarcina sp009650995 (RS_GCF_009650995.1)

Sporosarcina sp000813425 (RS_GCF_000813425.1)

Sporosarcina sp000586555 (RS_GCF_000586555.1)

Sporosarcina sp003384035 (RS_GCF_003384035.1)

Sporosarcina koreensis_B (RS_GCF_000826145.2)

pr— S ) 0rosarcina luteola (RS_GCF_007991495.1)

— Snorosarcina koreensis_C (RS_GCF_001531445.1)

Sporosarcina luteola_A (RS_GCF_014204635.1)



RUG099 sp902775345 (GB_GCA_902775345.1)

RUG099 sp900320285 (GB_GCA_900320285.1)
RUG099 sp902801255 (GB_GCA_902801255.1)
RUG099 sp902780815 (GB_GCA_902780815.1)
RUG099 sp902779185 (GB_GCA_902779185.1)
RUG099 sp902790885 (GB_GCA_902790885.1)

RUG099 sp902795265 (GB_GCA_902795265.1)

RUG099 sp902776285 (GB_GCA_902776285.1)

RUG099 sp902778585 (GB_GCA_902778585.1)
RUG099 sp902793875 (GB_GCA_902793875.1)
_:RUGOQQ $p902774195 (GB_GCA_902774195.1)
RUG099 sp902798745 (GB_GCA_902798745.1)
_LRUGOQQ sp902790965 (GB_GCA_902790965.1)
RUG099 sp902773835 (GB_GCA_902773835.1)
_:ueo99 $p902760855 (GB_GCA_902760855.1)

RUG099 sp902788245 (GB_GCA_902788245.1)

RUG099 sp900318105 (GB_GCA_900318105.1)

RUG099 sp902786355 (GB_GCA_902786355.1)
_:RUGOQQ sp900317675 (GB_GCA_900317675.1)
RUG099 sp902786855 (GB_GCA_902786855.1)

RUG099 sp902765035 (GB_GCA_902765035.1)
[RUGOQQ sp900315485 (GB_GCA_900315485.1)

RUG099 sp902774265 (GB_GCA_902774265.1)

I RUGO099 sp012840975 (GB_GCA_012840975.1)

RUG099 sp001513255 (GB_GCA_012735145.1)

RUGO099 sp012510935 (GB_GCA_012510935.1)

_:Mogibacterium diversum (RS_GCF_002998925.1)
Mogibacterium pumilum (RS_GCF_002243385.1)

Mogibacterium timidum (RS_GCF_000525775.1)

r

I-VUNAOl sp002299625 (RS_GCF_009695905.1)

| — Mobilibacterium timonense (RS_GCF_900155555.1)

I_Mobilibacterium sp900315625 (RS_GCF_009695865.1)

Alterileibacterium massiliense (RS_GCF_900104645.1)



Parabacteroides sp900760525 (GB_GCA_900760525.1)

D arabacteroides massiliensis (RS_GCF_900155425.1)

P arabacteroides johnsonii (RS_GCF_000156495.1)

P arabacteroides merdae (RS_GCF_000154105.1)

P arabacteroides sp014287585 (RS_GCF_014287585.1)

=—=Parabacteroides sp900552465 (GB_GCA_900552465.1)

P arabacteroides acidifaciens (RS_GCF_003363715.1)

Parabacteroides sp900541965 (GB_GCA_900541965.1)

— 2 r 2bacteroides sp003473295 (RS_GCF_003473295.1)

P arabacteroides sp900540715 (GB_GCA_900540715.1)

mParabacteroides timonensis (RS_GCF_900128505.1)

— P2 rabacteroides gordonii (RS_GCF_000969825.1)

P arabacteroides faecis (GB_GCA_014647375.1)

Parabacteroides sp003480915 (RS_GCF_003480915.1)

—arabacteroides goldsteinii (RS_GCF_000969835.1)

Parabacteroides bouchesdurhonensis (RS_GCF_900186615.1)

Parabacteroides chinchillae (RS_GCF_900108035.1)



Acetobacterium sp002841405 (GB_GCA_002841405.1)

e Acetobacterium dehalogenans (RS_GCF_000472665.1)

Acetobacterium sp003260995 (RS_GCF_003260995.1)

Acetobacterium wieringae (RS_GCF_001766835.1)

Acetobacterium woodii (RS_GCF_000247605.1)

Acetobacterium tundrae (RS_GCF_008086615.1)

Acetobacterium paludosum (RS_GCF_008086595.1)

Acetobacterium fimetarium (RS_GCF_014284475.1)

Acetobacterium bakii (RS_GCF_001263355.1)

Eubacterium callanderi (RS_GCF_900142645.1)

Eubacterium limosum (RS_GCF_000807675.2)

I— Eubacterium maltosivorans (RS_GCF_002441855.2)

Pseudoramibacter sp009696145 (RS_GCF_009696145.1

—Pseudoramibacter fermentans (GB_GCA_002396065.1)

Pseudoramibacter alactolyticus (RS_GCF_000185505.1)

RUG12931 sp902784045 (GB_GCA_902784045.1)

r Eubacterium_O aggregans (RS_GCF_900107815.1)

L Eubacterium_O barkeri (RS_GCF_900107125.1)

JAAYJS01 sp012522805 (GB_GCA_012522805.1)
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P Jreaplasma urealyticum (RS_GCF_000169535.1)

— ) reaplasma parvum (RS_GCF_000019345.1)

Ureaplasma diversum (RS_GCF_000731915.1)

Ureaplasma canigenitalium (RS_GCF_000712165.1)

Ureaplasma sp900544585 (GB_GCA_900544585.1)

Mycoplasma_L liparidae (GB_GCA_009884515.1)




I Intestinibaculum sp900317015 (GB_GCA_900317015.1)

Intestinibaculum porci (RS_GCF_003925875.1)

Kandleria vitulina (RS_GCF_000702065.1)

— Sharpea azabuensis_A (RS_GCF_009695655.1)

e Sharpea azabuensis (RS_GCF_000702165.1)

Eggerthia catenaformis (RS_GCF_000340375.1)

Catenibacterium sp900764725 (GB_GCA_900764725.1)
Catenibacterium sp000437715 (RS_GCF_004168205.1)

Catenibacterium sp900540685 (GB_GCA_900540685.1)

Catenibacterium sp900540665 (GB_GCA_900540665.1)
Catenibacterium mitsuokai (RS_GCF_000173795.1)
Catenibacterium sp900764565 (GB_GCA_900764565.1)
Stoquefichus sp001244545 (RS_GCF_001244545.1)
_: Stoquefichus massiliensis (RS_GCF_000455285.1)

Coprobacillus cateniformis (GB_GCA_001312445.1)

_: Longibaculum sp900538465 (GB_GCA_900538465.1)
Longibaculum muris (RS_GCF_004343035.1)

_: Massiliomicrobiota sp002160865 (RS_GCF_002160865.1)
Massiliomicrobiota sp002160815 (RS_GCF_002160815.1)

UBA3379 sp002359025 (GB_GCA_002359025.1)

E Erysipelatoclostridium saccharogumia (RS_GCF_000686665.1)
Erysipelatoclostridium sp000508865 (RS_GCF_000508865.1)

Erysipelatoclostridium cocleatum (RS_GCF_900102365.1)

Erysipelatoclostridium spiroforme (RS_GCF_000154805.1)

Erysipelatoclostridium ramosum (RS_GCF_014131695.1)

Erysipelatoclostridium sp002160495 (RS_GCF_002160495.1)
[ Faecalibacillus sp900544435 (GB_GCA_900544435.1)

Faecalibacillus intestinalis (RS_GCF_003024685.1)

— -3 e calibacillus faecis (RS_GCF_003024675.1)

Faecalibacillus sp003480255 (RS_GCF_003480255.1)

— Beduini sp902363625 (RS_GCF_902363625.1)

L— Beduini massiliensis (RS_GCF_000829905.1)

Beduini sp900550005 (GB_GCA_900550005.1)

CHKCI006 sp900018345 (RS_GCF_900018345.1)



¥Enterococcus_B pernyi (RS_GCF_013394305.1)

nterococcus_B mundtii_B (RS_GCF_002947535.1)

nterococcus_B mundtii (RS_GCF_002813755.1)

mEnterococcus_B mundtii_C (RS_GCF_003957375.1)

—fterococcus_B sp002140175 (RS_GCF_002140175.1)



UBA929 sp009782475 (GB_GCA_009782475.1)

UBA929 sp009782215 (GB_GCA_009782215.1)

UBA929 sp002293625 (GB_GCA_002293625.1)

UBA929 sp009777475 (GB_GCA_009777475.1)

WRLJO1 sp009777685 (GB_GCA_009777685.1)

WRMGO1 sp009782385 (GB_GCA_009782385.1)

WRMGO1 sp009777255 (GB_GCA_009777255.1)

WRMGO1 sp009777435 (GB_GCA_009777435.1)

WRCJ01 sp009784085 (GB_GCA_009784085.1)

WRAIO1 sp009780275 (GB_GCA_009780275.1)

JAAYXMO1 sp012515925 (GB_GCA_012515925.1)

JAAYOS01 sp012521525 (GB_GCA_012521525.1)

JAAYOS01 sp012520195 (GB_GCA_012520195.1)



Eubacterium_M sp900540015 (GB_GCA_900540015.1)

Eubacterium_M brachy (RS_GCF_000488855.1)




el O CLIT A SPO03226895 (RS_GCF_003226895.2)

—| O CUra tytonicola (RS_GCF_003687455.1)

pr—| OCUra rhizophila (RS_GCF_003667225.1)

—| 0curia rhizophila_A (RS_GCF_000010285.1)

p— OCUra salsicia (RS_GCF_007681555.1)

—| O CUra Varians (RS_GCF_006539885.1)



e Holdemanella sp900754615 (GB_GCA_900754615.1)

Holdemanella sp003458715 (RS_GCF_003458715.1)

Holdemanella sp002299315 (RS_GCF_003469815.1)

Holdemanella sp003436425 (RS_GCF_003436425.1)

Holdemanella sp900551285 (GB_GCA_900551285.1)

Holdemanella biformis (RS_GCF_000156655.1)

e Holdemanella sp900547815 (GB_GCA_900547815.1)

VUMMO1 sp009696175 (RS_GCF_009696175.1)

Faecalitalea cylindroides (RS_GCF_000469305.1)

r Faecalicoccus sp900546545 (RS_GCF_902399855.1)

I— Faecalicoccus pleomorphus (RS_GCF_000420345.1)

Faecalicoccus acidiformans (RS_GCF_014202635.1)

RUG11795 rhusiopathiae_A (GB_GCA_902772725.1)

Absicoccus porci (RS_GCF_003725415.1)

Absicoccus sp000434355 (RS_GCF_003480165.1)

Catenisphaera adipataccumulans (RS_GCF_014202755.1)

RUG14284 rhusiopathiae_A (RS_GCF_902797585.1)

UBA4312 sp002394635 (GB_GCA_002394635.1)



RC9 sp900546395 (GB_GCA_900546395.1)

RC9 sp900760425 (RS_GCF_900760425.1)

RC9 sp009774765 (GB_GCA_009774765.1)

RC9 sp002298075 (GB_GCA_002298075.1)



Enterococcus_B hirae (RS_GCF_000271405.2)

—( \ter0cOCCUS_B ratti (RS_GCF_001886195.1)

—rterococcus_B villorum (RS_GCF_007990225.1)

——rterococcus_B durans (RS_GCF_001544215.1)



Planococcus glaciei (RS_GCF_900099655.1)

Planococcus koreensis (RS_GCF_004761975.1)

—( |3 0COCCUS Massiliensis (RS_GCF_000821325.1)

P |anococcus sp007859395 (RS_GCF_007859395.1)

D |anococcus sp007859275 (RS_GCF_007859275.1)

D |anococcus soli (RS_GCF_003014655.1)



p=—=Holdemanella sp900754615 (GB_GCA_900754615.1)

Holdemanella sp003458715 (RS_GCF_003458715.1)

Holdemanella sp002299315 (RS_GCF_003469815.1)

Holdemanella sp003436425 (RS_GCF_003436425.1)

Holdemanella sp900551285 (GB_GCA_900551285.1)

Holdemanella biformis (RS_GCF_000156655.1)

Holdemanella sp900547815 (GB_GCA_900547815.1)

VUMMO1 sp009696175 (RS_GCF_009696175.1)

Faecalitalea cylindroides (RS_GCF_000469305.1)




Blautia_A sp900066355 (GB_GCA_900066355.1)

Blautia_A obeum_B (GB_GCA_000210015.1)

Blautia_A sp900120195 (RS_GCF_900120195.1)

—B|autia_A obeum (RS_GCF_000153905.1)

Blautia_A sp900751995 (RS_GCF_900751995.1)

Blautia_A sp900548245 (RS_GCF_009883055.1)

Blautia_A sp000436615 (RS_GCF_003461245.1)

Blautia_A sp900551715 (GB_GCA_900551715.1)

Blautia_A sp900551465 (GB_GCA_900551465.1)

B utia_A SP900553515 (GB_GCA_900553515.1)

Blautia_A sp900541985 (GB_GCA_900541985.1)

Blautia_A caecimuris (RS_GCF_013302405.1)

Blautia_A sp900551075 (GB_GCA_900551075.1)



pEscherichia coli (RS_GCF_003697165.2)
m=t=scherichia dysenteriae (RS_GCF_002949675.1)
FEscherichia coli_D (RS_GCF_000026325.1)

mt=scherichia fergusonii (RS_GCF_000026225.1)

scherichia coli_C (GB_GCA_003018335.1)

scherichia flexneri (RS_GCF_002950215.1)
scherichia sp002965065 (RS_GCF_002965065.1)
scherichia coli_E (RS_GCF_011881725.1)
scherichia sp005843885 (RS_GCF_005843885.1)
scherichia sp001660175 (RS_GCF_001660175.1)
scherichia sp004211955 (RS_GCF_004211955.1)
scherichia albertii (RS_GCF_000759775.1)
scherichia marmotae (RS_GCF_002900365.1)
scherichia sp000208585 (RS_GCF_000208585.1)
almonella arizonae (RS_GCF_008692845.1)
almonella diarizonae (RS_GCF_008692785.1)
Salmonella houtenae (RS_GCF_900478215.1)

almonella enterica (RS_GCF_000006945.2)

Salmonella bongori (RS_GCF_000252995.1)




