
denovo42840Actinobacteria

Psychrobacter_phenylpyruvicus_AB

denovo121238Tenericutes

denovo115586Firm
icutes

denovo34506Proteobacteria

denovo32669Actinobacteria

de
no

vo
11

43
58

Ba
ct

er
oi

de
te

s

denovo42831Firm
icutes

de
no

vo
24

69
2P

ro
te

ob
ac

te
ria

Tessaracoccussp_NSG39_KC884005

de
no

vo
82

33
6B

ac
ter

oid
ete

s

de
no

vo
71

63
3B

ac
ter

oid
ete

s

Clostrid
iales_Family

_XIII_
EF0993

Ri
em

er
el

la
_c

ol
um

bi
ph

HQ
28

62
82

Myc
op

las
m

a_
sp

_M
20

0_
2_

EU
68

40
60

denovo25749Actinobacteria

denovo47150Actinobacteria

Veillonella_JQ463442

denovo6421Firmicutes

Coryneceae_G
Q

066289

Al
lo

pr
ev

ot
el

la
_G

Q8
67

40
5

Anaeroplasma_unculturedrumenbact

SuttonellaornithocolastrainB6_99

70
25

44
FE

_s
uc

co
co

rp
oC

Peptococcus_niger_X55797

de
no

vo
50

05
7F

irm
ic

ut
es

denovo26520Proteobacteria

denovo3510Firmicutes

denovo116138Actinobacteria

denovo63572Firm
icutes

De
in

oc
oc

cu
s_

pr
ot

eo
ly

tic
us

_M
RP

_C
P

Can
didatu

s_
Cap

tiv
us_

HM12
40

23

Er
ys

ip
el

ot
ric

ha
ce

ae
_G

Q
07

87
92

de
no

vo
49

24
6T

he
rm

i

Can
did

ate
div

isi
on

SR1_
JN

44
79

96

M
egam

onas_EU778992

denovo4289Actinobacteria

denovo89623Firmicutes

airetcabonitcA85268ovoned

LoktanellavestfoldensiscloneSE75

M
ar

ix
an

th
om

on
as

_G
Q

27
42

43

denovo107722Proteobacteria

denovo23816Firmicutes

O
M

5U
70

71
5

Oxalicibacteriumflavum_AB469787

Bisgaard_Taxon_14_AY362901

Pe
pt

os
tre

pt
oc

oc
cu

s_
FJ

95
96

56

SAR202_U20797

Psychrobacter_KC000981

denovo91141Actinobacteria

Su
bs

ax
ib

ac
te

r_
JX

94
85

89

Brachybacterium
_tyroferm

entans_X

92
46

60
WH

_s
uc

co
co

rp
oC

Actinomyces_nasicola_AJ508455

SAR406_AF001653

Actinom
yces_m

arim
am

m
alium

_AJ2493

denovo13854Actinobacteria

De
in

oc
oc

cu
s_

sp
R3

84
76

_F
R6

82
75

7

denovo50953Firmicutes

denovo81579Actinobacteria

de
no

vo
13

00
88

Te
ne

ric
ut

es

denovo36914Actinobacteria

Nu
bs

ell
a_

FJ
94

65
53

denovo10186Firmicutes

SulfitobacterspcloneF2C100AY9361

Microgenomatesbacterium_DQ307728

RprionitisstrainKOPRI13477DQ1672

Can
didatu

s_
Cap

tiv
us_

KF68
13

42

Iam
ia_sp_EF516328

Corynebacterium_GQ073602

denovo86496Firm
icutes

Nocardioides_HM262192

Escherichia_coli_JJNT01000040

Pe
tri

m
on

as
_E

F5
59

14
7

Turicibacter_GQ135821

FamilyXI_Parvimonas_EU289122

Streptobacillusmoniliformisstrai

Leptotrichia_spES2714_GLU_JN6447

denovo101085Actinobacteria

Propionicicella_FR693792

Lachnospiraceae_EU772192

denovo110043Fusobacteria

denovo81851Actinobacteria

de
no

vo
53

94
0B

ac
te

ro
id

et
es

denovo11045Tenericutes

Gordonia_spKSL5401_011_GQ497293

Brachymonas_KJ206760

Lacticigenium_AY581816

Ch
ry

se
ob

ac
te

riu
m

_s
pp

20
H_

AJ
49

58
02Al
lo

pr
ev

ot
el

la
_G

Q8
67

48
3

O
rn

ith
ob

ac
te

riu
m

_r
hi

no
tra

ch
ea

le

Methylobacterium_JN981937

denovo40847Proteobacteria

de
no

vo
10

14
16

Ba
ct

er
oi

de
te

s

denovo129779Firmicutes

Lacticigenium_GQ134177

denovo121102Proteobacteria

denovo116071Proteobacteria

denovo80295Firmicutes

Leptotrichiaceae_KC894531

Veillonella_HQ805210

Tessaracoccus_FJ671878

de
no

vo
11

26
76

Fi
rm

ic
ut

es

Castellaniella_ginsengisoli_GU59

Varibaculum_JF230013

denovo99810Fusobacteria

de
no

vo
90

57
Cy

an
ob

ac
te

ria

denovo23927Actinobacteria

Catellicoccus_marimammalium_M350

Lentibacillus_GQ175337

de
no

vo
70

21
5F

irm
ic

ut
es

Gordoniaceae_bacterium_SORaF_AM7

Actinom
yces_G

Q
158313

Ch
iti

no
ph

ag
ac

ea
e_

AY
18

83
23

Psychrobacter_JX530073

Calidifontibacter_indicus_EF1872

denovo122970Firmicutes

air
et

ca
bo

nit
cA

91
19

6o
vo

ne
d

HP459625_Snodgrassella_Apismelli

denovo37376Fusobacteria

denovo47209Tenericutes

denovo50955Actinobacteria

denovo57831Proteobacteria

Rhodococcus_spEllin170_AF409012

Cetobacterium
_EU772848

Brachymonas_chironomi_EU346912

M
egam

onas_EF515660

Per
sic

ita
lea

_J
Q40

79
12

denovo626Firmicutes

Surf17DQ071142

Nakamurella_panacisegetis_HE5995

denovo92676Proteobacteria

Jannaschia_rubra_AJ748747

Rhodobacter_spZS2_22_FJ195995

Intrasporangiaceae_HM265245

Tissierella_GQ136200

Dermacoccaceae_HM278045

Arm
ati

mon
ad

ete
s_

HM27
45

27

denovo36642Firm
icutes

de
no

vo
69

04
1F

irm
ic

ut
es

de
no

vo
24

96
Ba

ct
er

oi
de

te
s

denovo120599Actinobacteria

denovo34754Tenericutes

denovo110954Actinobacteria

Castellaniella_HQ183863

Amnibacteriumsp_PB243_KC251736

DemetriaspMSW24_FM882229

denovo23739Actinobacteria

Castellaniella_ginsengisoli_EU87

Oculinamucusisolate112AY654757

denovo112500Actinobacteria

denovo50079Actinobacteria

Methylobacteriumsp_PC30_44_Z2315

Varibaculum_FJ959947

denovo85201FirmicutesPelistega_europaea_AF190911

denovo70157Actinobacteria

Finegoldia_HM318928

O
M

81
U7

07
17

Finegoldia_JF201222

Clostrid
ium_sensu_stric

to_1_FJ96

den
ovo

22
42

Proteo
bac

ter
ia

StreptobacillusmoniliformisDSM12

denovo42457Proteobacteria

SAR116EBAC2C11AY744399

Actinomyceseuropaeus_ACS_120_V_C

denovo12963Proteobacteria

Sy
ne

ch
oc

oc
cu

ss
pC

C9
31

1

Clostrid
iales_Guggenheim

ella_FJ6

MarinosulfonomonasmethylotrophaA

denovo53586Fusobacteria

Sutterella_morbirenis_AJ832129

Burkholderia_sp14_AY238506

denovo2568Actinobacteria

Varibaculum_DQ798020

denovo63711Actinobacteria

Rike
ne

lla
ce

ae
_R

C9_
gu

t_g
ro

up
_E

U47

Nesterenkonia_aethiopica_KF04912

denovo97159Firm
icutes

Oceanimonas_sp_3_23_2010_HM48998

denovo17258Proteobacteria

Derm
acoccusspM

C1014_HM
196766

Atopobium
_parvulum

_DSM
_20469_CP0

Quadrisphaera_HM
308241

Roseo_denitrific
ansM96746

de
no

vo
48

17
1F

irm
ic

ut
es

Ana
er

oc
oc

cu
s_

GQ07
71

90

Arthrobacter_spCY2D4_HQ231931

Lentibacillus_GQ175354

Nocardioides_FM873348

Psychrobacter_JX559230

denovo11327Firmicutes

Corioceae_G
Q

069088

Rhodococcus_spA2_608_KF441621

SAR92CladeHTCC231EF182722

Carnobacterium_iners_HE583595

de
no

vo
21

88
Ba

ct
er

oi
de

te
s

Janibacter_corallicola_AB286023

Per
sic

ita
lea

_F
R74

97
76

denovo2192Firmicutes

denovo80594Proteobacteria

Streptom
ycessp_S2704_KF656772

denovo58897Actinobacteria

denovo117862Firmicutes

Octadecabacterantarcticus307UAU1

He
lic

ob
ac

te
r_

sp
_H

C1
58

80
_A

F3
02

10
8

Intrasporangiaceae_bacterium
MI1

Ri
em

er
el

la
co

lu
m

bi
na

_K
C4

54
31

7

de
no

vo
63

64
9P

ro
te

ob
ac

te
ria

Veillonella_ratti_AF186071

Salana_DQ
129575

Ca
m

py
lo

ba
ct

er
_c

an
ad

en
si

s_
EF

62
18

9

denovo48297Firm
icutes

Hum
ibacillus_Intrasporangiaceaeb

HG326498_Cetobacterium
som

erae

Mollic
utes_RF9_JQ475779

Gordonia_rhizosphera_NBRC16068_B

Can
did

ate
div

isi
on

SR1_
FJ

96
00

12

Family
XIII_

HW066410

Tessaracoccus_CU925597

denovo41976Actinobacteria

Lactobacillus_aviarius_AB175732

Pa
ra

ba
ct

er
oi

de
s_

FJ
36

60
64

Alcaligenaceae_bacteriumDSM24701

den
ovo

58
98

3B
ac

ter
oidete

s

FusolesCFT112H7_DQ456057

denovo129928Proteobacteria

Po
rp

hy
ro

m
on

as
_J

F1
08

28
9

Brevibacterium_KF090700

Demetria_GQ358807

de
no

vo
62

64
8F

BP

denovo77589Firm
icutes

Ri
em

er
el

la
_c

ol
um

bi
ph

HQ
28

62
79

Streptobacillus_sp131000547_HG42

Sphingomonas_spNBRC101718_AB6815

denovo55826Fusobacteria

Rubriv
irg

a_
HM32

66
44

Brachymonas_CU926062

denovo46008Proteobacteria

Staphylococcus_spM210_EF061907

denovo13447Firm
icutes

denovo131339Actinobacteria

Veillonella_AB286539

de
no

vo
12

37
50

Ba
ct

er
oi

de
te

s

denovo26935Actinobacteria

Branchiibiuscervicis_AB594446

Po
rp

hy
ro

m
on

as
_J

F1
76

54
1

Lactobacillus_aviarius_subsp_ara

Rike
ne

lla
ce

ae
_R

C9_
gu

t_
gr

ou
p_

FJ
96

Hy
m

en
ob

ac
te

r_
no

rw
ich

en
sis

_A
J5

49
2

Can
did

ate
div

isi
on

TM
7_

FJ
47

04
93

Nakamurella_Humicoccus_spKCTC194

Cyto
ph

ag
ia_

Ord
erI

II_
HQ39

73
61

Psychrobacter_spMF2_10b2_JF80015

denovo42486Proteobacteria

Corynebacterium_GQ358801

denovo41335Firm
icutes

Propionicicella_JF776948

denovo22408Actinobacteria

M
icroceae_bacterium

DSM
27064_HG

32

Veillonella_ratti_AB639142

Paracoccus_koreensis_AB187584

denovo53715Actinobacteria

Staphylococcussp_S6AQ_KF188473

de
no

vo
81

00
5F

irm
icu

te
s

SAR324_U65908delta

Ureaplasma_JQ083944

de
no

vo
70

97
7B

ac
te

ro
id

et
es

de
no

vo
21

98
Ba

ct
er

oi
de

te
s

Dietzia_maris_AB211025

denovo114170Actinobacteria
Ba

ct
er

oi
de

s_
HQ

77
90

09

354194
QD_suvalf_succocorci

M

de
no

vo
11

91
93

Ba
ct

er
oi

de
te

s

Rhodobacteraceae_JN790962

den
ovo

94
80

6T
M7

Pe
do

ba
ct

er
_a

llu
vio

ni
s_

KF
52

87
23

Parvimonas_JQ457721

Er
ys

ip
el

ot
ric

ha
ce

ae
_E

F0
71

18
0

denovo102883Fusobacteria

Fl
av

ob
ac

te
riu

m
sp

AY
79

40
64

Ca
m

py
lo

ba
ct

er
ca

na
de

ns
is

_E
F6

21
89

6

Cl
os

tri
di

um
co

lin
um

_D
Q

35
28

12

Brevibacterium_aurantiacum_X7656

RoseobacterspARK9990AY167339

denovo42822Actinobacteria

Psy
ch

robac
ter

_J
Q33

70
96

Arthrobactersp_DNS9_JQ034227

denovo119424Proteobacteria

Plesiomonas_shigelloides_KF69872

Escherichia_coli_TOP498_AOQK0100

denovo122351Actinobacteria

Kineosporia_AY921767

Can
didatu

sA
rth

ro
mitu

ss
pSFB_ra

t_Y

Corynebacterium_sp2396_FJ374772

Acholeplasmasp_KDA_feline_JN9358

denovo130415Fusobacteria

Amnibacterium_bacteriumWM06i_B11

Arthrobacter_sp_VTT_E_052904_EF0

denovo128786Proteobacteria

denovo49567Actinobacteria

denovo72215Proteobacteria

Bradyrhizobiumsp_DQ917252

denovo63472Firmicutes

Corynebacteriumma_truchotii_X844

Trichococcus_EU009749

Sphingomonas_sp_PAMC26530_KJ6068

Brevibacterium_Oerskovia_AF13353

Leucobacter_G
Q

358839

Ana
er

oc
oc

cu
s_

FM
87

29
62

de
no

vo
33

36
1B

ac
te

ro
id

et
es

Planococcus_halocryophilus_KJ575

Varibaculum_FJ960123

de
no

vo
54

11
4P

ro
te

ob
ac

te
ria

denovo97691Actinobacteria

Rubriv
irg

a_
JF

11
65

25

Veillonellarogosae_EF108444

denovo74567Actinobacteria

M
obiluncusm

ulieris_AJ427625

Streptobacillus_sp_canine_oral_t

de
no

vo
88

07
Ba

ct
er

oi
de

te
s

Aurantimonas_spEGI6500337_KM1142

denovo29086Proteobacteria

denovo83384Proteobacteria

Arthrobacter_spBB77_FR693359

denovo119644Actinobacteria

Pelistega_europaea_FJ999734

denovo106862Firm
icutes

Veillonella_EU137432

M
sq

ua
m

at
ap

la
st

id
X9

06
4

denovo106721Proteobacteria

De
in

oc
oc

cu
s_

sp
_L

ab
_1

_G
U4

57
78

7

Saccharoferm
entans_acetigenes_AY

denovo85458Actinobacteria

de
no

vo
92

18
8F

irm
ic

ut
es

denovo28932Actinobacteria

Pe
pt

os
tre

pt
oc

oc
cu

s_
GM

88
42

15

Ch
iti

no
ph

ag
ac

ea
e_

GU
45

13
38

Sphingomonadales_Ellin6055_EU276

Burkholderiales_bacterium_Smarla

denovo89930Actinobacteria

denovo91212Proteobacteria

O
rn

ith
ob

ac
te

riu
m

rh
in

ot
ra

ch
ea

le
_K

Janibacter_corallicola_AB286024

denovo3475Proteobacteria

Po
rp

hy
ro

m
on

as
_c

an
or

is
_A

B5
25

41
6

Ac
id

im
icr

ob
iac

ea
e_

AM
25

98
31

Fastidiosipila_JX871279

denovo52780Firm
icutes

de
no

vo
12

21
98

Fi
rm

ic
ut

es

Carnobacteriumfunditum_AB680899

Propioniceae_JQ425773

de
no

vo
38

72
8S

R1

JN
93

58
92

_M
yc

op
las

m
ag

all
op

av
on

iss

air
et

ca
bo

nit
cA

24
03

8o
vo

ne
d

denovo42361Proteobacteria

de
no

vo
10

80
95

Ba
ct

er
oi

de
te

s

Methylophilusmethylotrophus_AB19

de
no

vo
83

28
8T

he
rm

i

de
no

vo
26

57
6B

ac
te

ro
id

et
es

den
ovo

25
28

6B
ac

ter
oidete

s

Ac
id

ip
hi

liu
m

_J
F2

18
09

0

Guggenheimella_bovis_AY272039

HM596295_Cardiobacteriumvalvarum

denovo12411Actinobacteria

den
ovo

18
22

Proteo
bac

ter
ia

denovo52158Actinobacteria

denovo126644Actinobacteria

Tenericutes_Mollicutes_RF9_EU475

SAR86cloneOCS44AF001650

Burkholderia_spL27_FJ459989

M
ar

ix
an

th
om

on
as

_J
X4

35
69

5

SAR11alphaDQ186925

842186EH_airubesoR

Ch
iti

no
ph

ag
ac

ea
e_

DQ
33

03
10

denovo56515Actinobacteria

Myc
op

las
m

a_
sp

M20
9_

8_
EU

68
40

63

air
et

ca
bo

nit
cA

15
24

8o
vo

ne
d

denovo75620Proteobacteria

Fodinibius_
HQ39

73
60

denovo82388Firmicutes

SAR116OCS24AF001637

Phycicoccus_AY048891

Psy
ch

robac
ter

_b
ac

ter
iumXJ1

49
Q_1

2

denovo70521Proteobacteria

denovo86506Proteobacteria

denovo112905Actinobacteria

Actinomyces_spS4_C9_JX104046

Desulfuromonadales_GR_WP33_58_HM

denovo50957Firmicutes

Fusobacterium
_HQ768619

Helcococcus_unculturedbacterium

denovo74653Actinobacteria

Aestuariimicrobium_DQ347943

Ph
or

m
id

iu
m

_K
J0

04
40

5

Rhodobacteraceae_JF179545

Pe
tri

m
on

as
_G

Q1
33

64
9

AlexandriumtamarensePCC173aAF359

Sporosarcinanewyorkensis_GU99408

Cetobacterium
_DQ113721

Sphingomonassp2MPII_U90216

Iam
ia_Aciditerrim

onas_sp_CH22_21

denovo4561Actinobacteria

Spir
os

om
a_

HM26
21

79

Nesterenkoniaaethiopica_AY574575

denovo434Actinobacteria

Eubacterium_angustum_L34612

Aurantimonas_spB8_JN377656

denovo97114Proteobacteria

Cardiobacteriumsp_canineoraltaxo

Su
bs

ax
ib

ac
te

r_
JX

94
86

54

ComamonadaceaeDQ234199

Acidim
icrobiaceae_JN976469

Veillonella_m
agna_DSM

_19857_AUAN

setuci
mriF19366ovoned

denovo21244Actinobacteria

Anaeroplasma_gutmetagenome_AMCI0

Oceanisphaera_sediminis_HQ171441

denovo112120Firm
icutes

Actinomycesnasicola_AB849332

M
iniim

onas_arenae_AB522642

Dietzia_GQ358806

SAR11X52172

312722U
G_succocorpoC

uncultured_TessaracoccusspR36527

Veillonella_HQ758155

denovo53868Actinobacteria

Ph
or

m
id

es
m

is
_s

p_
KJ

00
44

06

71
17

77
UE

_e
ae

ca
cc

oc
on

i
mu

R

Nesterenkonia_Coryneceae_BD35950

Desulfuromonadales_AB507489

Arthrobacter_stackebrandtii_AJ64

Castellaniellacaeni_AB681517

Bradyrhizobium_HE818674

Saccharoferm
entans_KJ783119

Er
ys

ip
el

ot
ric

ha
ce

ae
_b

ac
te

riu
m

_c
a

air
et

ca
bo

nit
cA

53
89

7o
vo

ne
d

Arm
ati

mon
ad

ete
s_

HM26
98

58

Can
didatu

s_
Arth

ro
mitu

s_
sp

_S
FBrat

denovo66245ProteobacteriaPseudorhodobacter_AB255084

denovo107706Proteobacteria

Leptotrichia_CU919748

ThermomicrobiumroseumM34115

denovo66596Actinobacteria

De
in

oc
oc

cu
s_

FJ
62

82
68

denovo95986Firm
icutes

Corynebacterium_falsenii_DSM4435

denovo18801GN02

de
no

vo
71

23
9B

ac
te

ro
id

et
es

Psychrobacter_sp_228_AM403661

Catellicoccusmarimammalium_AJ854

Corynebacterium_GQ358800

Spir
os

om
a_

sp
_R

_3
75

60
_F

R69
14

51

Can
did

ate
_d

ivi
sio

n_
TM

7_
JQ

47
00

01

Arthrobacter_TSBY_27DQ172996

Atopobium
parvulum

_AB558168

Clostridiaceae_GQ138883

Cl
os

tri
di

um
_s

or
de

lli
i_

DQ
97

82
16

Leptotrichiaceae_GQ068015

Clostridialesgenom
osp_BVAB3str_S

Planomicrobium_AB255101

Ch
ry

se
ob

ac
te

riu
m

_y
on

gi
ne

ns
e_

G
Q

25

Streptom
yces_spS1412_JQ

582693

SuttonellaindologenesstrainATCC2

denovo37693Actinobacteria

Sporosarcina_FR749726

denovo3702Proteobacteria

de
no

vo
34

57
2B

ac
te

ro
id

et
es

Plesiomonas_DQ814600

Peptoniphilus_koenoeneniae_EU526

40849
QJ_2B_ps_

muiborci
minihtinr

O

Helcococcus_FJ959814

Trichococcus_HE576081

denovo53670Proteobacteria

Peptococcus_niger_AB644260

Gracilibacterium_canineoraltaxon

Hy
m

en
ob

ac
te

r_
JF

17
38

70

872682
QHpib

muloc_allere
meiR

de
no

vo
21

91
Ba

ct
er

oi
de

te
s

Clostrid
iales_Family

XI_Finegoldi

Anaerofilum_DQ793648

denovo109035Actinobacteria
Psychrobacter_nivim

aris
_HF569157

denovo6568Firm
icutes

He
lic

ob
ac

te
r_

bi
lis

_M
88

13
8

Bl
au

tia
_E

U7
67

50
0

de
no

vo
11

80
89

Pr
ot

eo
ba

ct
er

ia

den
ovo

57
12

2F
irm

icu
tes

denovo6772Proteobacteria

Propioniferax_unculturedbacteriu

Pasteurella_Bisgaard_Taxon32_AY1

setuci
mriF90706ovoned

Peptoniphilus_BV3C26_AWXB0100003

Corioceae_JF147747

He
lic

ob
ac

te
r_

bi
lis

_A
F2

25
54

9

Actinom
yces_m

arim
am

m
alium

_AJ2764

97.3

100
100

95
.3

100

10
0

71.5

99.6

100

10
0

94
.9

54.4

91.4

82.1

73.2

100

100

100

100

52.658.2

100

98.2

90

95.6

66.8

99
.8

76.5

71
.9

63
.7 100

10
0

100

10
0

100

79.7

52
.8

10
0

97

100

91.5

82
.5

100

100

99
.1

98.8

99

99
.8

88

99.9

100

10
0

10
0

100

99.9

93.3

100

93.5

10
0 62.4

10
0

95.6

100

100

10
0

76.9

56.1

54
.1

69.1

82
.3

60
.7

83
.1

10
0

100

100

83.8

99.2

100

99.5

90
.4

10
0

100

51.4

100

54.7

96
.2

100

94.3

73.7

90.4

99.8

96.5

100

10
0

89.9

100

50.8

100

84.1

10
0

59
.2

55.4

91.5

10
0

99.9

98.3

87.1

63.9

65.3

52.9

99.4

100

100

53.6

76.6

69
.3

66

50.3

69.3

100

79.8

100

61

50.5

10
0

97.7

10
0

88
.4

83.3

95.3

100

80

92.6

64.9

59
.710

0

69.5

52.5

96.6

10
0

96.3
10

0

100

56.8

79.3

10
0

100

10
0

5.55

79.2

65.9

100

96.9

99.2

89.3

56
.7

100

57.5

100

100

87.2

100

57.2

82
.1

99.5

52.9

53.6

10
0

99.6

74.4

94.8

52

99
.6

100

99.9

99.9

93.9

95
.1

90.2

99.9

82
.7

99
.6

100

94
.8

100

86.9

10
0

77
.5

80.9

95
.4

99.9

10
0

100

76
.8

10
0

57
.3

52.7

83.1

96.5

50.8

52.7
67.7

10
0

99.9

99
.7

100

100

100

10
0

10
0

98.6

10
0

58.2

100

86.8

90
.4

10076

52.5

50.4

52.6

99
.4

79.9

10
0

61
.3

100

51.7

10
0

99.5

78.3

100

Kineosporiaceae
Corynebacteriaceae
Actinomycetaceae
Dermacoccaceae
Brevibacteriaceae
Propionibacteriaceae
Intrasporangiaceae
Micrococcaceae
Nakamurellaceae
Nocardioidaceae

Actinobacteria

Firmicutes
Enterococcaceae

Bacillales

Cetobacterium
Fusobacterium

Fusobacteria

Fibrobacteres-Chlorobi-Bacteroidetes (FCB)
Chitinophagaceae
Porphyromonadaceae

Flavobacteria
Alphaproteobacteria

Auratimonadaceae
Rhizobiales

Bradyrhizobiaceae
Methylobacteriacea
eRhodobacterales

Sphingobacteriales

Betaproteobacteria
Gammaproteobacteria

Aeromonadales
Cardiobacteriales
Pseudomonadales
Pasteurellales

Epsilonproteobacteria
Campylobacter
Helicobacter

TM7
SR1
Armatimonadetes
Deinococcus
Thermus
Cyanobacteria

Figure S1: A 50% Majority Rule Consensus Tree of dominant prokaryotic phylotypes identified within the European shag gut microbiome. Sequence
identity is inferred by neighbour joining distance criterion under TIM2+I+G model. Bootstap support form 1000 replicates shown at nodes. Phyla/subphyla
are highlighted as follows: Dark Blue = Alphaproteobacteria, Pink= Gammaproteobacteria, Orange = Betaproteobacteria, Purple = Epsilonproteobacteria,
Green = Fibrobacteres-Chlorobi-Bacteroidetes (FCB), Yellow = Firmicutes, Blue/Grey = Fusobacteria, Light Blue = Actinobacteria. For more specific 
taxonomic grouping refer to key. Sequences identified in this study are written in red.
 


