Supplementary Filel: List of likely Functional inference from dendograms of putative horizontally-
transferred genes in M. infera with unknown functions.

Genes are mostly transferases, Transposase, Hydrolytic enzymes and ABC transporter. The function for
six genes is still unknown.

1- MESINF_0559_1071: AAC(3)-I family aminoglycoside 3-N-acetyltransferase

hypothetical protein A2231 09840 [Candidatus Firestonebacteria bacterium RIFOXYA2 FULL 40 8]
Q aminoglycoside N(3)-acetyltransferase [Thermoprotei archaeon]
9 SPBc2 prophage-derived aminoglycoside N(3”)-acetyltransferase-like protein YokD [bacterium HR16]
<=l bacteria | 2 leaves

Q
by «ll firmicutes | 32 leaves
? Q ® AAC(3) family N-acetyltransferase [Bacillus sp. B-jedd]
@ AAC(3) family N-acetyltransferase [Alkalibacterium subtropicum]
Q@ <=l bacteria and planctomycetes | 3 leaves
2 AAC(3) family N-acetyltransferase [Spirochaetales bacterium]
B e 9 <l firmicutes and unknown | 11 leaves

I — , .
[ Jrom tvpe matena] ° <=l Multiple organisms | 9 leaves
Blast names color map Q =Wl bacteria | 4 leaves

<& ==l bacteria and GNS bacteria | 6 leaves
9 @ AAC(3) family N-acetyltransferase [Verrucomicrobiae bacterium DG1235]
DO‘ firmicutes and unknown | 6 leaves
(===l bacteria and a-proteobacteria | 3 leaves
] <=l g-proteobacteria | 3 leaves

& <=l firmicutes | 4 leaves

<=l CFB group bacteria | 5 leaves

<=l CFB group bacteria and firmicutes | 3 leaves
<=l Multiple organisms | 3 leaves



2-

MESINF_0559_2033: Acyl-phosphate glycerol 3-phosphate acyltransferase

— 2acyl-phosphate glycerol 3-phosphate acyltransferase [Verrucomicrobia bacterium]

Label color map

[Toer

[ Jfrom type material LG

Blast names color map

[verrucomicrobia
CFB group bacteria
g—pmteubactema
[ [pacteria

[ [frmicutes

Junknown

3-

2TPA: acyl-phosphate glycerol 3-phosphate acyltransferase [Bacteroidetes bacterium]
— »TPA: acyl-phosphate glycerol 3-phosphate acyltransterase [Flavobacteriales bacterium]

[ﬂ—‘ CFB group bacteria | 4 leaves

I)‘<CFB group bacteria | 9 leaves
T'—‘ CFB group bacteria | 5 leaves

CFB group bacteria | 3 leaves
CFB group bacteria and g-proteobacteria | 5 leaves

1

9 glycerol-3-phosphate 1-O-acyltransferase [Caldithrix sp.]
Multiple organisms | 14 leaves

,—< firmicutes | 4 leaves

[[)[“ﬁrmicutes | 5 leaves

|_| t‘ firmicutes | 3 leaves
2 glycerol-3-phosphate 1-O-acyltransferase PIsY [Caryophanon tenue]

? glycerol-3-phosphate 1-O-acyltransferase PIsY [Aliicoccus persicus]

firmicutes | 7 leaves

9 glycerol-3-phosphate acyltransferase [Clostridium sp. CAG:567]
firmicutes and g-proteobacteria | 4 leaves

firmicutes | 2 leaves
O MESINF 03559 2033

firmicutes and bacteria | 28 leaves

MESINF_0559_2762: class | SAM-dependent methyltransferase

? hypothetical protein [Lachnospiraceae bacterium NE2001]

| 0.6 |

» hypothetical protein [Pseudobutyrivibrio sp. ACV-2]
firmicutes | 11 leaves

hypothetical protein [Olsenella sp. Marseille-P2300]
) putative uncharacterized protein [Phascolarctobacterium succinatutens CAG:287]

|
f_ == firmicutes | 3 leaves
t‘ firmicutes | 12 leaves

Multiple organisms | 16 leaves

Label color map

MESINF 0559 2762
2 hypothetical protein [Desulfovibrio vulgaris]

Multiple organisms | 8 leaves

Multiple organisms | 6 leaves

I:‘ d-protecbacteria
e-protecbacteria

firmicutes and d-proteobacteria | 4 leaves




4- MESINF_0559_0681: EpsG family protein

9 hypothetical protein DBY 16 10530 [Coprobacter sp.]

firmicutes and high GC Gram+ | 5 leaves

firmicutes | 20 leaves

Label color map

ey
D from type materiall

Blast names color map
CFB group bacteria

firmicutes and CFB group bacteria | 4 leaves

——==l firmicutes | 7 leaves

Multiple organisms | 29 leaves
9 EpsG family protein [Eubacterium limosum]

firmicutes and high GC Gram+ | 7 leaves

firmicutes | 3 leaves

firmicutes | 3 leaves

| Multiple organisms | 6 leaves

5-

firmicutes and unknown | 14 leaves

MESINF_0559_2738: FAD:protein FMN transferase

9 hypothetical protein DBY 16 10530 [Coprobacter sp.]

firmicutes and high GC Gram+ | 5 leaves

firmicutes | 20 leaves

Label color map

query

firmicutes and CFB group bacteria | 4 leaves

==l firmicutes | 7 leaves

from type materiall

Blast names color map

CFB group bacteria

ﬁrm\cutes

I:‘ high GC Gram+

Multiple organisms | 29 leaves
) 2 EpsG family protein [Eubacterium limosum]
firmicutes and high GC Gram+ | 7 leaves
firmicutes | 3 leaves
® firmicutes | 3 leaves

:Multiple organisms | 6 leaves
firmicutes and unknown | 14 leaves



6- MESINF_0559_0682: glycosyl transferases

? glycosyl transferase group | [Firmicutes bacterium CAG:137]

2 hypothetical protein BHW33 02940 [Firmicutes bacterium CAG:137 57 8]

| 0.2 |

@ TPA: glycosyl transferase family 1 [Clostridiales bacterium]
9 glycosyl transferase family 1 [Ruminococcaceae bacterium]

> firmicutes and mycoplasmas | 11 leaves
. . Label color map
firmicutes and CFB group bacteria | 3 leaves oy
i . : from type material

EMultlple organisms | 6 leaves

Blast names color map
. fi
CFB group bacteria | 6 leaves [ rrces

mymp\asmas
CFB group bacteria

) Multiple organisms | 62 leaves (Il 2ctinobacteria

l:‘ b-proteobacteria
I:I g-proteobacteria
I:‘ a-proteobacteria
I:‘ enterobacteria

fusoba:lerla
l:‘ bacteria

unknown

—==l firmicutes | 3 leaves

firmicutes | 3 leaves

Multiple organisms | 3 leaves

7- MESINF_0559_1105: glycosyl transferases

Label color map

9 hypothetical protein DRZ80 06030 [Thermoprotei archaeon] Ty
[Jtrom type material

Blast names color map

Multiple organisms | 42 leaves

crenarchaeotes.

I:‘ bacteria
I:‘ firmicutes

CFB group bacteria

I:‘ GNS bacteria

GNS bacteria and archaea | 3 leaves

Multiple organisms | 34 leaves

<=l archaca | 4 leaves

0.3

&L
\—a

archaea and euryarchaeotes | 14 leaves

—— <=l bacteria and unknown | 3 leaves




8- MESINF_0559_0680: glycosyl transferases

Label color map

T
fmm type material

Blast names color map
l:‘ g-protecbacteria
CFB group bacteria

flrmlcutes

h\gh GC Gram+

l:‘ mycoplasmas

I:‘ actinobacteria

unknown

@ hypothetical protein Q005_01153 [Pseudomonas aeruginosa X24509]
hypothetical protein AOY09 04505 [Pseudomonas aeruginosa]

? hypothetical protein [Pseudomonas aeruginosa]

MULTISPECIES: hypothetical protein [Pseudomonas]

hypothetical protein [Pseudomonas aeruginosa]

hypothetical protein [Pseudomonas aeruginosa]

9 hypothetical protein [Pseudomonas aeruginosa]

9 ORF_8 [Pseudomonas aeruginosa]

CFB group bacteria | 6 leaves

? glycosyltransferase family | protein [Quasibacillus thermotolerans]

firmicutes and g-proteobacteria | 8 leaves

Multiple organisms | 78 leaves

9- MESINF_0559_0679: glycosyl transferases

Label color map

T
[_Jfrom type material

Blast names color map

[ [firmicutes
[l orkrown
[ [bactera

’ glycosyltransferase [Lachnospiraceae bacterium AB2028]

» MULTISPECIES: glycosyltransferase family 2 protein [Clostridium]

' glycosyltransferase family 2 protein [Clostridium perfringens]
— =l firmicutes | 2 leaves

firmicutes | 2 leaves
? hypothetical protein BK120 15830 [Paenibacillus sp. FSL A5-0031]

> 4 . . . .
T [ ? glycosyltransferase family 2 protein [Paenibacillus sp. FSL A5-0031]

(ﬁ—‘ firmicutes | 4 leaves

D CFB group bacteria

| 0.4 |

4
) ) el firmicutes | 3 leaves
‘.)‘ glycosyltransferase [Peptoclostridium acidaminophilum DSM 3953]

'glycosyltransferase [Peptoclostridium acidaminophilum]

‘==l firmicutes | 4 leaves

firmicutes | 4 leaves

==l firmicutes and unknown | 4 leaves

7 glycosyltransferase family 2 protein [Planococcus citreus]

firmicutes and bacteria | 3 leaves

4 firmicutes | 5 leaves
firmicutes and bacteria | 9 leaves
L o r‘ firmicutes | 4 leaves

firmicutes | 6 leaves

—‘Multiple organisms | 43 leaves



10- MESINF_0559_0675: glycosyl transferases

—9glycosyltransferase WbuB [Planctomycetes bacterium]
=l J-proteobacteria and bacteria | 2 leaves

==l o-proteobacteria and GNS bacteria | 2 leaves
————9 g-proteobacteria | 4 leaves

g-proteobacteria and CFB group bacteria | 2 leaves

Label color map _C) . .
[Ty | E g-proteobacteria and firmicutes | 15 leaves

fmm type material

Blast names color map

Multiple organisms | 7 leaves

[]oactera

[ l|e-protecbacteria

Z:f;:;::m ' Multiple organisms | 4 leaves

CFB group bacteria

ﬁfm"cu‘elsf __ g-proteobacteria and d-proteobacteria | 5 leaves
a-proteobacteria

W cc oo Multiple organisms | 34 leaves

I 0.3 I <@l d-proteobacteria | 2 leaves

Multiple organisms | 23 leaves

11- MESINF_0559_0668: Nucleotidyl transferase AbiEii/AbiGii toxin family protein

2 nucleotidyl transferase AbiEii/AbiGii toxin family protein [Clostridium tagluense]
» TPA: nucleotidyl transferase AbiEii/AbiGii toxin family protein [Lachnospiraceae bacterium]

L
'J—‘ firmicutes | 11 leaves

firmicutes | 2 leaves

— ==l firmicutes | 4 leaves
<=l firmicutes | 4 leaves

» putative uncharacterized protein [Veillonella sp. CAG:933]

Multiple organisms | 33 leaves

firmicutes | § leaves

firmicutes | 4 leaves
> nucleotidyl transferase AbiEii/AbiGii toxin family protein [Clostridium puniceum]

firmicutes | 2 leaves

firmicutes | 5 leaves

‘@
Label coler map
T - .
[ om ot ] firmicutes and bacteria | 10 leaves
firmicutes | 2 leaves
Blast names color map
firmicutes firmicutes | 2 leaves
bacteria .
— s B ===l firmicutes | 3 leaves
unknown L — 'Q) firmicutes | 3 leaves
02 t 2 Nucleotidyl transferase of uncharacterised function (DUF1814) [uncultured Eubacterium sp.]
I—I > TPA: abortive phage infection protein [Erysipelotrichaceae bacterium]
===l unknown and firmicutes | 2 leaves



12- MESINF_0559_0708: Nucleotidyl transferase AbiEii/AbiGii toxin family protein

nucleotidyl transferase AbiEii/AbiGii toxin family protein [Candidatus Thermofonsia Clade 2 bacterium] Label color map
9 nucleotidyl transferase AbiEii/AbiGii toxin family protein [Oscillatoria acuminata] [owery ]

[_IJfrom type material

Blast names color map

d-proteobacteria | 2 leaves

verrucomicrobia and b-proteobacteria | 2 leaves

GNS bacteria
cvanoba(ten‘a
drproteobacter\a
verrucam\crob\a
[Ib-proteobacteria
l:‘ planctomycetes
[ bacteria
arprotecbacter\a
grproteobacter\a
[M[oreen sulfur bacteria
I:‘ unknown

[ firmicutes

l:‘ CFB group bacteria

Multiple organisms | 14 leaves

Multiple organisms | 9 leaves

@ hypothetical protein A3F16_01445 [Deltaproteobacteria bacterium RIFCSPHIGHO2 12 FU...

Multiple organisms | 8 leaves
9 MESINF_0559_0708

bacteria and d-proteobacteria | 9 leaves

firmicutes and bacteria | 37 leaves

CFB group bacteria | 16 leaves

13- MESINF_0559_0683: Polysaccharide pyruvyl transferase

» polysaccharide pyruvyl transferase family protein [Butyrivibrio sp. WCE2006]
«=l firmicutes | 8 leaves

Multiple organisms | 9 leaves

firmicutes and bacteria | 14 leaves

Q g-proteobacteria and d-proteobacteria | 4 leaves e ey
: :
CFB group bacteria and firmicutes | 5 leaves %
—Q .
firmicutes | 4 leaves Blast names color map

ﬁ rmicutes
CFB group bacteria
|:| unknown

l:‘ bacteria

I:‘ g-proteobacteria
I:‘ d-proteobacteria
l:‘ b-proteobacteria
I:‘ cyanobacteria
fusobacterla

|:| verrucomicrobia
I:‘ planctomycetes

Multiple organisms | 16 leaves

Q CFB group bacteria and firmicutes | 7 leaves

Multiple organisms | 5 leaves

|0'2—| cyanobacteria | 4 leaves

Multiple organisms | 24 leaves




14- MESINF_0559_2232: Polysaccharide pyruvyl transferase

Label color map

7 polysaccharide pyruvyl transferase family protein [Christensenella minuta] ey |
> hypothetical protein HMPREF3293 02469 [Christensenella minuta] [__Jfrom type material
Blast names color map

[ polysaccharide pyruvyl transferase family protein [Clostridium sp. N3C]
||V 2 hypothetical protein [Clostridium vincentii]
]

|‘ r‘ firmicutes | 2 leaves

9 polysaccharide pyruvyl transferase family protein [Anaerocolumna aminovalerica]

? Polysaccharide pyruvyl transferase family protein WcaK [Acidaminobacter hydrogenoformans DSM 2...

o hypothetical protein [Acidaminobacter hydrogenoformans]

g-proteobacteria and enterobacteria | 10 leaves

> TPA: hypothetical protein [Eubacterium sp.]

firmicutes | 4 leaves

fusobacteria | 4 leaves

|0.6 |

Multiple organisms | 57 leaves

15- MESINF_0559_1430: methyltransferase

methyltransferase [Sulfurospirillum sp.]
bacteria | 3 leaves

2 class I SAM-dependent methyltransferase [Anaeromicrobium sediminis]
Multiple organisms | 6 leaves
fusobacteria | 6 leaves
==l firmicutes | 3 leaves
firmicutes | 3 leaves

, [

firmicutes | 8 leaves

Eproteobacteﬂa | 5 leaves
e-proteobacteria | 15 leaves

==l c-proteobacteria and bacteria | 2 leaves

Label color map

2 MULTISPECIES: class I SAM-dependent methyltransferase [Halanaerobium]

[firmicutes
l:‘ g-proteobacteria
I:‘ enterobacteria

[ [fusobacteria

CFB group bacteria
[ [acteria

D euryarchaeotes
I:‘ a-proteobacteria
[ [piah &c Gram+
D GNS bacteria

I:‘ unknown

verrucomicrobia

[Jacer | unknown and firmicutes | 2 leaves

[lrem e ot .
,—< firmicutes | 2 leaves

Blast names color map

<-protecbacteria

[[pactera
[l[frmicutes
[l[rusobactera
[|nnow
[l|¢-proteobacteria

mycop\asmas

| 0.2 |

'class I SAM-dependent methyltransferase [Clostridiales bacterium]
7 class I SAM-dependent methyltransferase [Acidaminobacter hydrogenoformans)

firmicutes | 16 leaves

firmicutes and e-proteobacteria | 7 leaves
firmicutes and d-proteobacteria | 2 leaves
Multiple organisms | 9 leaves

Multiple organisms | 7 leaves



16- MESINF_0559_1107: ABC transporter

9 MESINF 0559 1107

—==8l firmicutes | 4 leaves

a-proteobacteria | 7 leaves

b-proteobacteria | 5 leaves

® 2 ABC transporter permease [Mesorhizobium sp.] B -protecbacteria
. |:| enterobacteria
a-proteobacteria | 2 leaves Il righ oC Grem+
9 ABC transporter permease [Aureimonas sp. AU4] | Eocrsmer
4 enterobacteria | 52 leaves
—Q
firmicutes | 6 leaves
firmicutes and high GC Gram+ | 20 leaves
s | . o ,
| 1 9ribose ABC transporter permease [Clostridiales bacterium TF09-2AC]
9ribose ABC transporter permease [Flavobacteriaceae bacterium]|
17- MESINF_0559_0537: ABC transporter permease
? ABC transporter permease [Candidatus Aerophobetes bacterium Ae b3a]
— ABC transporter permease protein [Candidatus Vecturithrix granuli]
2 I)—JABC transporter permease [candidate division KSB3 bacterium]
9 hypothetical protein A3H39 09915 [candidate division NC10 bacterium RIFCSPLOWO2_02_FULL_66_22]
Q 2 ABC transporter permease [Candidatus Rokubacteria bacterium RIFCSPLOWO2_12 FULL 69 21]

Label color map

o ]
frnm type material

Blast names color map

firmicutes | 2 leaves

a-proteobacteria and b-proteobacteria | 8 leaves

bacteria | 2 leaves

2 hypothetical protein A2V99 11400 [Spirochaetes bacterium RBG_16_67_19]
9 MESINF_0559_0537

‘flrmicutes |31 leaves

firmicutes | 4 leaves

’—r == firmicutes | 3 leaves
[

firmicutes | 3 leaves

firmicutes | 2 leaves

firmicutes and unknown | 13 leaves

==l firmicutes | 6 leaves

rﬁ‘ firmicutes | 4 leaves

| a-proteobacteria | 14 leaves

@ carbohydrate ABC transporter permease [Paenibacillus sp. Soil766]

Label color map

ooy |
|:| from type material

Blast names color map

a-proteobacteria

? carbohydrate ABC transporter permease [Paenibacillus sp. FSL H8-0548]



—9MESINF_0559 0535

103 1

18- MESINF_0559_0535: ABC transporter substrate binding protein

Label color map

© ABC transporter substrate-binding protein [Rhodospirillales bacterium UR...
(N —
Multiple organisms | 25 leaves [_|from type material]

Blast names color map

Multiple organisms | 10 leaves

b-proteobacteria | 21 leaves (I o-protecbactena

a-proteobacteria | 24 leaves
I:‘ proteobacteria

f\ rmicutes

spirochetes

firmicutes | 2 leaves

firmicutes | 4 leaves

firmicutes | 4 leaves
ABC transporter substrate-binding protein [Spirochaeta cellobiosiphila]

{ <=l firmicutes and bacteria | 4 leaves

=l bacteria | 4 leaves

19- MESINF_0559_2276: ATPase

Label color map

OMESINF 0559 2276 [ Javery

| _||from type material

» Show removed seqs

&)

1 0 4 I Blast names color map

D ATPaSB [StathIOCOCCUS.. firmicutes

20- MESINF_0559_0017: ATPase

92 TPA: ATPase [Porphyromonadaceae bacterium]
—gTPA: ATPase [Porphyromonadaceae bacterium]|
9 TPA: ATPase [Porphyromonadaceae bacterium]
@ calcium-translocating P-type ATPase PMCA-type [Clostridium sp. CAG:354]

? calcium-translocating P-type ATPase, SERCA-type [Senegalia massiliensis]
<=l firmicutes | 2 leaves

firmicutes | 5 leaves

Multiple organisms | 8 leaves

firmicutes | 7 leaves

<=l firmicutes | 2 leaves
—‘ firmicutes and unknown | 18 leaves
== firmicutes | 3 leaves

? ATPase [Clostridiales bacterium GWF2_38_85]

et (e Ty > | ==l firmicutes | 4 leaves

[Jawer ] .
i ﬁﬁ‘ firmicutes | 6 leaves

Blast names color map

& == firmicutes | 5 leaves

CFB group bacteria .
[ frmicutes —Q firmicutes | 13 leaves

[sacter= @l firmicutes and unknown | 7 leaves

firmicutes | 7 leaves

|0'1_| firmicutes and spirochetes | 5 leaves

firmicutes and unknown | 3 leaves




21- MESINF_0559_0731: ATPase: cation translocating P-Type ATPase

9 cation-translocating P-type ATPase [Ornatilinea apprima]
9TPA: ATPase [Chloroflexi bacterium]

=l GNSS bacteria | 4 leaves

Multiple organisms | 4 leaves

Multiple organisms | 44 leaves

GNS bacteria and d-proteobacteria | 3 leaves

y planctomycetes and actinobacteria | 2 leaves

GNS bacteria | 6 leaves

—«ll GNS bacteria | 18 leaves

IL' GNS bacteria and bacteria | 4 leaves

Multiple organisms | 13 leaves

22- MESINF_0559_2239: ATP-grasp domain-containing protein

hypothetical protein BVX94 00225 [bacterium B17]
% hypothetical protein [Geothrix fermentans]

firmicutes and bacteria | 5 leaves

Multiple organisms | 8 leaves

Multiple organisms | 11 leaves

Multiple organisms | 34 leaves

d-proteobacteria and firmicutes | 4 leaves

Multiple organisms | 6 leaves
@ hypothetical protein CVV23_03300 [Ignavibacteriae bacterium HGW-Ignavibacteria...
d-proteobacteria and archaea | 2 leaves

|0-5—| MESINF_0559 2239

Multiple organisms | 26 leaves

? cation-translocating P-type ATPase [Planctomycetes bacterium]

Label color map

[Jovery |
D from type material

Blast names color map

[ J[ons bactena

Label color map

[oer ]
D from type material

Blast names color map

bacteria

[ frmicutes

|:| euryarchaeotes
CFB group bacteria
(Il|c-protecbacteria
a—proteuba(tena
[e-protesbacteria
cyanobacter\a
g—pmtecbacterla
[ ]jb-protecbacteria
ar:haea
unkncwn

[ ]ens bacteria




23- MESINF_0559_0807: Carbohydrate ABC transporter

Label color map

[Joserr ]
frnm type material

Blast names color map

=
D (GNS bacteria
[ [firmicutes

bacteria

» sugar ABC transporter permease [Elusimicrobia bacterium RIFOXYA2 FULL 39 19]
—— ==l GN'S bacteria and bacteria | 3 leaves
— carbohydrate ABC transporter permease [Bacillus sp. FJAT-45086]
T 'carbohydrate ABC transporter permease [Bacillus sp. HMF5848]
{ sugar ABC transporter permease [Fictibacillus arsenicus)

|_ carbohydrate ABC transporter permease [Fictibacillus arsenicus]
I_ 2 sugar ABC transporter permease [Fictibacillus arsenicus]

4 carbohydrate ABC transporter permease [Fictibacillus arsenicus)]
i r P sugar ABC transporter permease [Fictibacillus phosphorivorans]
q Y L 4 carbohydrate ABC transporter permease [Fictibacillus phosphorivorans]
2 carbohydrate ABC transporter permease [Fictibacillus aquaticus]
[ “carbohydrate ABC transporter permease [Anaerobacillus macyae]
[" » sugar ABC transporter permease [Pontibacillus marinus BH030004 = DSM 16465]

—Q )
> carbohydrate ABC transporter permease [Pontibacillus marinus]
firmicutes and unknown | 4 leaves
» carbohydrate ABC transporter permease [Bacillus sp. V3-13]
@

firmicutes and unknown | 13 leaves

firmicutes | 2 leaves

==l firmicutes | 3 leaves

spirochetes and firmicutes | 5 leaves

Multiple organisms | 57 leaves

24- MESINF_0559_0808: Carbohydrate ABC transporter

| 0.2 |

9 sugar ABC transporter permease [Spirochaetae bacterium HGW-Spirochaetae-8]
query
? TPA: sugar ABC transporter permease [Firmicutes bacterium] [irom type material

> TPA: sugar ABC transporter permease [Firmicutes bacterium] Blast names color map

Multiple organisms | 23 leaves [ frmicutes

firmicutes | 5 leaves

<=l firmicutes | 2 leaves
@MESINF 0559 0808

CFB group bacteria
spirochetes

Multiple organisms | 47 leaves

firmicutes | 8 leaves

9 sugar ABC transporter permease [ Treponema sp. GWC1_61 84]

bacteria and firmicutes | 4 leaves

firmicutes and bacteria | 7 leaves



25- MESINF_0559_1109: Carbohydrate ABC transporter

0.2

== firmicutes | 2 leaves Label color map
A [ Jawey ]
) ')<ﬁrm1cutes | 4 leaves [ Jfrom type matersal
ﬁrmicutes ‘ 3 leavcs Blast names color map

ﬁrmicutes

I:‘ a-proteobacteria
l:‘ b-proteobacteria

I:‘ g-proteobacteria
enterobacteria

umknown

a-proteobacteria and g-proteobacteria | 17 leaves [ pacteria

a-proteobacteria | 9 leaves

a-proteobacteria and b-proteobacteria | 47 leaves

—Q enterobacteria | 2 leaves

enterobacteria | 5 leaves

enterobacteria | 2 leaves

enterobacteria | 8 leaves

: @ MESINF_0559 1109

2 sugar ABC transporter substrate-binding protein [Candidatus Nealsonbacteria bac...

26- MESINF_0559_2266: EAL domain-containing protein

Label color map

Coey ]
Q from type material

Blast names color map

a-proteobacteria

I:‘ firmicutes

I:‘ b-proteobacteria
I:‘ g-proteobacteria

9 MESINF 0559 2266

a-proteobacteria and firmicutes | 4 leaves
Multiple organisms | 3 leaves

a-proteobacteria | 5 leaves

hypothetical protein DBP02_ 19570 [gamma proteobacterium symbiont of Ctena orbiculata]

Multiple organisms | 6 leaves
g-proteobacteria and b-proteobacteria | 8 leaves

g-proteobacteria and GNS bacteria | 4 leaves

Multiple organisms | 10 leaves

Multiple organisms | 39 leaves

<l Multiple organisms | 5 leaves
d-proteobacteria and cyanobacteria | 4 leaves

firmicutes | 2 leaves
9EAL domain-containing protein [Bacillus sp. FJAT-27225]

firmicutes | 2 leaves

» bifunctional diguanylate cyclase/phosphodiesterase [Bacillus marinisedimentorum]
[ EAL domain-containing protein [Oceanobacillus halophilus]
,_t 2 EAL domain-containing protein [Bacillus sp. FJAT-45086]
r 2EAL domain-containing protein [Bacillus niacini]
»EAL domain-containing protein [Paenibacillus physcomitrellae]
"EAL domain-containing protein [Bacillus cohnii]




27- MESINF_0559_0559: Phosphoribosylformylglycinamidine synthase subunit PurL

@ phosphoribosylformylglycinamidine synthase subunit PurL. [Candidatus Aerophobetes bacterium]|

—==l firmicutes | 4 leaves
\l)l ? phosphoribosylformylglycinamidine synthase subunit PurL [Acetohalobium ...
|.— 9 phosphoribosylformylglycinamidine synthase subunit PurL [Anoxybacter ...

==l firmicutes | 2 leaves

firmicutes | 2 leaves

’—< firmicutes | 2 leaves

L |_‘ﬁrmicutes | 8 leaves

Q firmicutes | 43 leaves

Label color map

|—‘ﬂrmicutes | 24 leaves [Jovey ]
[rom e

0.1 firmicutes | 8 leaves Blast names color ma
p
bacteria

bacteria and unknown | 5 leaves firmicutes

unknown

28- MESINF_0559_0437: polyphosphate

Label color map

 9MESINF 0559 0437 .
) _uuerv
firmicutes | 2 leaves [ [from tvpe material
firmicutes | 6 leaves Blast names color map
unknown
firmicutes | 5 leaves firmicutes
firmicutes | 2 leaves CEEE
. unknown and firmicutes | 2 leaves
firmicutes | 24 leaves
Q firmicutes | 5 leaves
» polyphosphate polymerase domain-containing protein [Gottschalkia acidurici]
9 polyphosphate polymerase domain-containing protein [Defluviitalea phaphyphila]
— ? polyphosphate polymerase domain-containing protein [Clostridium sp. Marseille-P4200]
2 polyphosphate polymerase domain-containing protein [Clostridium frigidicarnis]
firmicutes | 2 leaves
firmicutes and g-proteobacteria | 24 leaves
firmicutes | 2 leaves
—9 —0

firmicutes | 6 leaves
2 polyphosphate polymerase domain-containing protein [Clostridium cellulovorans]

_r firmicutes and unknown | 5 leaves
7 polyphosphate polymerase domain-containing protein [Acetobacterium bakii]

IO.Z— [ @ polyphosphate polymerase domain-containing protein [Marinisporobacter balticus]
ﬂ‘ firmicutes | 8 leaves




29- MESINF_0559_0078: Pyridoxamine 5'-phosphate oxidase

@MESINF 0559 0078
firmicutes | 3 leaves
==l firmicutes | 2 leaves

firmicutes | 2 leaves

Label color map
R
[Trom e e

Blast names color map

|)_< firmicutes | 2 leaves

Multiple organisms | 5 leaves

(71 firmicutes | 3 leaves
¥ firmicutes | 2 leaves

2 pyridoxamine 5’-phosphate oxidase family protein [Paeniclostridium sordellii]
»TPA: MFS transporter [Syntrophomonas sp.]

firmicutes | 8 leaves

firmicutes and CFB group bacteria | 2 leaves

Multiple organisms | 35 leaves

==l firmicutes | 4 leaves

T)—— firmicutes | 4 leaves

=l firmicutes | 2 leaves
S
\ .
firmicutes | 3 leaves
A

) % pyridoxamine 5°-phosphate oxidase family protein [Mahella australiensis]
r“ firmicutes | 4 leaves

s |
L

firmicutes | 3 leaves

—
" pyridoxamine 5’-phosphate oxidase family protein [Clostridium beijerinckii]

T ) SR » pyridoxamine 5°-phosphate oxidase family protein [Clostridium estertheticum]

firmicutes | 3 leaves
d-proteobacteria | 2 leaves

30- MESINF_0559_1439: Transposase

9 transposase [Chlamydiae bacterium CG10 big fil rev 8 21 14 0 10 42 34]

Multiple organisms | 43 leaves

cyanobacteria | 9 leaves

9 hypothetical protein AUI36 29770 [Cyanobacteria bacterium 13 ...

Multiple organisms | 26 leaves

Multiple organisms | 21 leaves

2 pyridoxamine 5’-phosphate oxidase family protein [Clostridiales bacterium MCWD3]

2 pyridoxamine 5°-phosphate oxidase family protein [Thermoanaerobacterium xylanolyticum]

2 pyridoxamine 5°-phosphate oxidase family protein [Alkaliphilus peptidifermentans]

» pyridoxamine 5°-phosphate oxidase family protein [Clostridium sp. JN500901]
f [ “pyridoxamine 5°-phosphate oxidase family protein [Natronincola peptidivorans]

2 MULTISPECIES: pyridoxamine 5’-phosphate oxidase family protein [Clostridium]

Label color map
(o
fmm type material

Blast names color map

ﬁrm'\cutes



31- MESINF_0559_0137: Transposase

Label color map

[overy |
D from type material|

Blast names color map

I:‘ unknown

I:‘ g-proteobacteria
I:‘ enterobacteria
I:‘ CFB group bacteria
I:‘ a-proteobacteria
I:‘ bacteria

I:‘ d-proteobacteria
I:‘ b-proteobacteria

GNS bacteria

9MESINF 0559 0137

Multiple organisms | 13 leaves

hypothetical protein [Pantoea agglomerans]
g-proteobacteria | 2 leaves

2 Mobile element protein [Caenispirillum salinarum AK4]

Multiple organisms | 68 leaves

a-proteobacteria | 9 leaves

b-proteobacteria and a-proteobacteria | 2 leaves

1 integrase-like protein [Gluconacetobacter liquefaciens]
oY hypothetical protein CFR79 14265 [Komagataeibacter saccharivorans]

2 transposase [ Acetobacter orleanensis JCM 7639]

IS3 family transposase [Chloroflexi bacterium]

32- MESINF_0559_0609: Transposase

Label color map
query
from type material

Blast names color map
firmicutes

bacteria

unknown

lf) 1S200/IS605 family transposase [Trichococcus flocculiformis]
r-nypothetical protein TFLO 2858 [Trichococcus flocculiformis]

-9 firmicutes | 2 leaves
[ ? 1S200/IS605 family transposase [Trichococcus flocculiformis]

9 . . . . .
]i ’ Hypothetical protein TFLO 3081 [Trichococcus flocculiformis]

|—<firmicutes | 2 leaves

0.05

h firmicutes | 4 leaves

. . . . .
I-" putative transposase [Trichococcus flocculiformis]

firmicutes | 5 leaves

——— =l firmicutes | 2 leaves

firmicutes | 54 leaves

Multiple organisms | 27 leaves



33- MESINF_0559_2027: Transposase

—9transposase [Clostridium beijerinckii]
— @MESINF 0559 2027
—©1S982 family transposase [Micromonospora cremea]
1S982 family transposase [Streptomyces armeniacus]
@ LISQSZ family transposase [Streptomyces megasporus]
]rJ 15982 family transposase [Streptomyces lydicus]
_ﬂhigh GC Gram+ | 3 leaves

I
I § |l)‘high GC Gram+ | 8 leaves

218982 family transposase [Streptomyces hygroscopicus]
Tﬂ high GC Gram+ | 5 leaves

-9 high GC Gram+ | 8 leaves
(@] .
i MULTISPECIES: IS982 family transposase [Streptomyces]
318982 family transposase [Streptomyces sp. GBA 94-10]
9 © 18982 family transposase [Streptomyces sp. CS227]
“—"" D =) actinobacteria | 3 leaves
%
. FroalTors ﬂhigh GC Gram+ | 55 leaves
firmicutes

unknown
[ fish c sram=+ |n)<high GC Gramt | 3 leaves
actinobacteria
Wl rotecbaciers \‘E‘ high GC Gram* | 2 leaves
106 | 2 IS982 family transposase [Streptomyces scabiei]

| l 915982 family transposase [Endozoicomonas ascidiicola]

1S982 family transposase [Aquimarina sediminis]




34- MESINF_0559_1396: Transposase

Label coler map

MULTISPECIES: transposase [Clostridium] [y |
transposase [Clostridium beijerinckii] [ from e motere]

| 0.6 |

transposase [Clostridium sp. MF28]

Blast names color map

firmicutes

mgh GC Gram+

a-proteobacteria

IS5 family transposase [Candidatus Aquiluna sp. XM-24bin5]
IS5 family transposase [Roseovarius azorensis]

9185 family transposase [Ruegeria profundi] [ [=czer=

Transposase [Loktanella atrilutea]

IS5 family transposase [Loktanella atrilutea]

2185 family transposase [Magnetospirillum gryphiswaldense]

actinobacteria

IS5 family transposase [Magnetospirillum gryphiswaldense]

putative IS4 family transposase [Magnetospirillum gryphiswaldense MSR-1]
Otransposase, IS4 [Magnetospirillum gryphiswaldense MSR-1]

1S4 family transposase [Magnetospirillum gryphiswaldense MSR-1]

IS4 family transposase [Magnetospirillum gryphiswaldense MSR-1]

— 9MESINF 0559 1396

bacteria and CFB group bacteria | 2 leaves
g-proteobacteria and enterobacteria | 19 leaves
g-proteobacteria and unknown | 28 leaves

cyanobacteria | 9 leaves
218982 family transposase [Fastidiosibacteraceae bacterium SYSU SYW-35]

cyanobacteria and verrucomicrobia | 7 leaves

—‘Multiple organisms | 18 leaves

35- MESINF_0559_2709: Transposase

9 transposase IS4 [Thermosipho africanus H17ap60334]
9 MESINF 0559 2709

HMultlple organisms | 20 leaves

Q Multiple organisms | 31 leaves
1S982 family transposase [Nitrosococcus wardiae]
215982 family transposase [cyanobacterium TDX16]
g-proteobacteria | 4 leaves
) 9
cyanobacteria and verrucomicrobia | 6 leaves
Label color ma

E‘ ) @15982 family transposase [Pseudanabaena sp. SR411]

D ] cyanobacteria | 3 leaves

Blast names color map

[W]thermotogales cyanobacteria | 2 leaves

“""""‘”" IS982 family transposase [Fischerella muscicola]
high GC Gram+ P,

a;mm —= @ Lo transposase [Nostoc punctiforme NIES-2108]

[ [e-proteobacteria ! cyanobacteria | 2 leaves
enterobacteria ; .

[ — 1S982 family transposase [Nostoc commune]
yanobacteria transposase [Nostoc punctiforme NIES-2108]
verrucomicrobia [S982 family transposase [Nostocales cyanobacterium HT-58-2]

:FB Eouplbaciong hypothetical protein DSM107007_19080 [Nostoc sp. PCC 7120]

acteria

15982 family transposase [Chroococcidiopsis thermalis]
18982 family transposase [Pleurocapsa minor]
==l bacteria and CFB group bacteria | 2 leaves

HMultiple organisms | 15 leaves




36- MESINF_0559_2639: Transposase

MULTISPECIES: transposase [Clostridium]
7 transposase [Clostridium beijerinckii]
transposase [Clostridium sp. MF28§]

Q <l o-proteobacteria and high GC Gram+ | 8 leaves
9 MESINF 0559 2639
— ==l bacteria and CFB group bacteria | 2 leaves
cyanobacteria | 3 leaves
) —Q
g-proteobacteria and enterobacteria | 19 leaves
verrucomicrobia and g-proteobacteria | 2 leaves
—Q cyanobacteria | 5 leaves
[ 0.6 I g-proteobacteria | 44 leaves
| |
- g-proteobacteria | 14 leaves
37- MESINF_0559_0608: Transposase
9 TPA: transposase [Clostridiaceae bacterium]
2 1S200/IS605 family element transposase accessory protein TnpB [Peptoclostridium acid...
® ][)__, 1S200/1S605 family element transposase accessory protein TnpB [Peptoclostridium acid..

Label color map
(o
fram type materiall

Blast names color map

firmicutes
a-proteobacteria
l:‘ high GC Gram+

verrucomicrobia

©IS200/IS605 family element transposase accessory protein TnpB [Peptoclostridium ac...

==l firmicutes | 2 leaves

Label color map

[Jowr |
from type materiall

Blast names color map

firmicutes

unknown

|0,1 |

==l firmicutes | 9 leaves

firmicutes | 2 leaves

] rt
) firmicutes | 18 leaves

firmicutes | 52 leaves

firmicutes | 9 leaves

firmicutes | 3 leaves

unknown and firmicutes | 2 leaves



38- MESINF_0559_1435: 2-hydroxypropyl-CoA dehydratase

9 2-hydroxyglutaryl-CoA dehydratase [Thermotoga sp.]
<@ firmicutes | 2 leaves

firmicutes | 2 leaves

firmicutes | 2 leaves

Q .
firmicutes | 8 leaves
firmicutes | 2 leaves
A firmicutes | 31 leaves
Q )
S firmicutes | 2 leaves
EE— Q@ .
[ClFem e ot firmicutes | 7 leaves
Blast names color map
thermotogales .
i 3 firmicutes | 15 leaves
unknown \®

| 0.1 | firmicutes | 20 leaves

<l firmicutes and unknown | 9 leaves

39- MESINF_0559_0604: alpha/beta fold hydrolase

— @ hypothetical protein [Petrotoga sp. I9PWA.NaAc.5.4]
O@MESINF 0559 0604

9 alpha/beta fold hydrolase [Limimaricola soesokkakensis]

Multiple organisms | 14 leaves

b-proteobacteria and a-proteobacteria | 12 leaves

9o «f a-proteobacteria | 2 leaves
a-proteobacteria | 5 leaves
a-proteobacteria and bacteria | 4 leaves
. . abel color ma
a-proteobacteria and g-proteobacteria | 22 leaves
—Q [L_Jfrom ype materia
a-proteobacteria and bacteria | 12 leaves Blast names color map
904 | a-proteobacteria and bacteria | 19 leaves
| l

—«sill 5 -proteobacteria and firmicutes | 8 leaves




40- MESINF_0559_0513: alpha/beta fold hydrolase

@ alpha/beta fold hydrolase [Nitriliruptor alkaliphilus]
@ alpha/beta hydrolase [Truepera radiovictrix]

% @ hypothetical protein DIU58 08195 [Sphaerobacter thermophilus]

green sulfur bacteria and g-proteobacteria | 24 leaves

@MESINF 0559 0513

GNS bacteria and bacteria | 15 leaves
GNS bacteria and bacteria | 4 leaves

¢ GNS bacteria | 7 leaves

==l Multiple organisms | 5 leaves

:spirochetes and GNS bacteria | 2 leaves
) GNS bacteria | 9 leaves

‘Multiple organisms | 31 leaves

| 0.2 |

41- MESINF_0559_1084: alpha/beta fold hydrolase

9 alpha/beta fold hydrolase [Traorella massiliensis]

—«sll firmicutes | 7 leaves

Label color map

oy
|:| from type material

Blast names color map
. GNS bacteria
. actinobacteria
. bacteria

. green sulfur bacteria
. g-protecbacteria

W spirochetes
W rioh Gc Gram+
. a-proteobacteria
. euryarchaeotes
. crenarchaeotes
. thermotogales

Q . .
9 alpha/beta fold hydrolase [Pelolinea submarina]
d -+—‘Multiple organisms | 33 leaves
Q
fusobacteria and firmicutes | 4 leaves
[rem e e
L9 Multiple organisms | 21 leaves
Blast names color map
firmicutes . .
GNS = spirochetes and firmicutes | 3 leaves
l:‘ g-proteobacteria .
a-proteoba(ter\'a l_< firmlcutes | 7 leaVeS
fusobacteria i
spirochetes 'C) flmllcutes | 4 leaVeS
bacter\a
unknovin firmicutes | 16 leaves
1 0.4 | . .
[ 1 ==l spirochetes and bacteria | 2 leaves

—==®ll unknown and firmicutes | 2 leaves



42- MESINF_0559_1317: Beta glucosidase

9 beta-glucosidase BglX [Clostridium chromiireducens]

CFB group bacteria | 6 leaves

9 glycosyl hydrolase [Bacteroidetes bacterium HGW-Bacteroidetes-4]
CFB group bacteria | 4 leaves

CFB group bacteria | 6 leaves
CFB group bacteria | 3 leaves

[Jover ]
frum type material

Blast names color map

9 glycosyl hydrolase [Flavobacterium sp. AR-3-4]
CFB group bacteria | 10 leaves
CFB group bacteria | 12 leaves
CFB group bacteria | 3 leaves
CFB group bacteria | 6 leaves
CFB group bacteria | 4 leaves
CFB group bacteria | 3 leaves

@ beta-glucosidase BglX [Mangrovibacterium diazotrophicum]

< a-proteobacteria | 2 leaves

9 beta-glucosidase BglX [candidate division Kazan bacterium]
bacteria and green sulfur bacteria | 6 leaves

bacteria | 3 leaves

crenarchaeotes and bacteria | 5 leaves

firmicutes | 11 leaves

firmicutes and unknown | 12 leaves



43- MESINF_0559_0693: carboxypeptidase family protein

2 hypothetical protein DIS36_15175 [Archangium gephyra]
»conserved hypothetical protein [Haliangium ochraceum DSM 14365]
“ hypothetical protein COS40_05610 [Deltaproteobacteria bacterium CG03_land_8_20_14_0_80_45_14]

 hypothetical protein [Desulfonatronovibrio magnus]

=l Multiple organisms | 3 leaves

@ TPA: hypothetical protein [Planctomycetaceae bacterium]
@ hypothetical protein [Leptonema illini]

CFB group bacteria | 3 leaves

CFB group bacteria | 3 leaves

putative uncharacterized protein [Prevotella sp. CAG:1058]
putative uncharacterized protein [Prevotella sp. CAG:255]
putative uncharacterized protein [Prevotella sp. CAG:1185]

CFB group bacteria | 2 leaves
hypothetical protein [Prevotella copri]
Uncharacterised protein [Prevotella copri]

CFB group bacteria | 2 leaves

g-protecbacteria and unknown | 6 leaves

<=l unknown and d-proteobacteria | 2 leaves

proteobacteria and g-proteobacteria | 2 leaves

Multiple organisms | 7 leaves

ro d-proteobacteria and g-proteobacteria | 4 leaves

Multiple organisms | 3 leaves
hypothetical protein [Terrimonas sp. NS-102]
9 TPA: hypothetical protein [Prolixibacteraceae bacterium]

unknown and enterobacteria | 2 leaves

hypothetical protein [Olivibacter jilunii]
hypothetical protein EPO28_09625 [Saprospiraceae bacterium]
hypothetical protein [Pseudanabaena sp. 'Roaring Creek’]
hypothetical protein [Planktothrix sp. PCC 11201]
hypothetical protein [Planktothrix tepida]

conserved hypothetical protein [Planktothrix serta PCC 8927]
MULTISPECIES: hypothetical protein [Planktothrix]
9MULTISPECIES: hypothetical protein [Planktothrix]
TPA: hypothetical protein [Planktothrix sp. UBA8402]
hypothetical protein [Planktothricoides sp. SR001]
hypothetical protein DCF19 21040 [Pseudanabaena frigida]

Label color map

Mo ]
Dlivom e motea , 9

» Show removed seqs

Blast names color map.

|4-protecbactaria
g-pmtﬁnhactz ria

=l bacteria and CFB group bacteria | 4 leaves
hypothetical protein [Mucilaginibacter rubeus]
TPA: hypothetical protein [Porphyromonadaceae bacterium]

bacteria | 2 leaves

CFB group bacteria | 2 leaves
unknown | 2 leaves



44- MESINF_0559_0623: M20/M25/M40 family metallo-hydrolase

@ hypothetical protein [Bradyrhizobium sp. ARR65]

<l bacteria | 5 leaves

@ hypothetical protein AUG51 00105 [Acidobacteria bacterium 13 1 20CM 3 5...
——==l bacteria | 2 leaves

i Label col
bacteria | 13 leaves abel color map
T
Wr‘ bacteria | 11 leaves [_Jfrom type material
{ Blast names color map

) ﬁ‘bacteria | 7 leaves a-protecbacteria
. l:‘ bacteria
L‘bac‘u:rla | 10 leaves Wl orovp e

Multiple organisms | 14 leaves

d-proteobacteria and CFB group bacteria | 2 leaves Il 2 protecbacteria

| 0.4 | bacteria | 7 leaves

Multiple organisms | 26 leaves

45- MESINF_0559_1390: J domain containing proteins

@ hypothetical protein [Calothrix sp. NIES-3974]

cyanobacteria and unknown | 7 leaves

—ell cyanobacteria | 4 leaves

? cyanobacteria | 2 leaves
? tetratricopeptide repeat protein [Planktothricoides sp. SR001]
? tetratricopeptide repeat protein [Synechococcus sp. PCC 7502]
9 J domain-containing protein [Deltaproteobacteria bacterium]
J domain-containing protein [Deltaproteobacteria bacterium]
spirochetes and GNS bacteria | 3 leaves
“ firmicutes | 2 leaves
— 9MESINF 0559 1390
firmicutes | 4 leaves
)
firmicutes and thermotogales | 47 leaves
Label color map
[awey ] i
(o 5 ] Lo firmicutes | 6 leaves

Blast names color map

firmicutes | 3 leaves

cyanobacteria

unknown

d-pmt:nha(teria
GNS bacteria
sp\ru[hetas

[ [firmicutes
Ihermomga\as —Q

firmicutes | 4 leaves

“ molecular chaperone Dnal [Intestinimonas timonensis]

firmicutes and unknown | 7 leaves

==l firmicutes | 3 leaves

0.3 Q@
I—l 2 J domain-containing protein [Flavonifractor sp. An91]

“ molecular chaperone Dnal [Pseudoflavonifractor sp. Anl184]




46- MESINF_0559_2641: MarR family transcriptional regulator

Label color map

'MarR family transcriptional regulator [Veillonella magna] o ]
—2MarR family transcriptional regulator [Clostridium grantii] | from type material
firmicutes and CFB group bacteria | 4 leaves Blast names color map
¢ r‘- firmicutes | 3 leaves 22;::2; bacteria
,_T)—<ﬁrmjcutes | 3 leaves :n::;:;ba —
— 9 H) «l firmicutes | 8 leaves
) Ir »MarR family transcriptional regulator [Marinilactibacillus psychrotolerans)
[ ‘fu‘micutes | 65 leaves
[ >MarR family transcriptional regulator [Fictibacillus gelatini]
‘J—‘ firmicutes | 12 leaves
1 0.2

9MESINF 0559 2641
O MarR family transcriptional regulator [Moraxella caviae]

]
| I_d‘,

47- MESINF_0559_0407: MarR family transcriptional regulator

@ MarR family transcriptional regulator [ Geotoga petraea]
? MarR family transcriptional regulator [[Clostridium] spiroforme]
I_IJ MarR family transcriptional regulator [[Clostridium] spiroforme]
1|)_ T— »MarR family transcriptional regulator [[Clostridium] saccharogumia]
*MULTISPECIES: MarR family transcriptional regulator [Erysipelatoclostridium]

firmicutes | 2 leaves

firmicutes | 3 leaves

L (‘ﬁrmicutes | 4 leaves
I_Ii< firmicutes | 2 leaves

L

Multiple organisms | 77 leaves

firmicutes | 7 leaves

10-6 *MarR family transcriptional regulator [Streptococcus pyogenes)

Label color map

TR
fmm type material

Blast names color map

bacteria
ﬂrm\cutes
unkncwn

[ ans bacteria

CFB group bacteria
euryarchaeates
[IM|c-proteobacteria

cyanobamena

[Bg-protecbacteria




48- MESINF_0559_0667: Transcriptional regulator

> TPA: abortive phage infection protein [Candidatus Atribacteria bacterium]

Label color map
o
[_IJfrom type material

Blast names color map

bacteria

[ firmicutes
GNS bacteria

spirochetes

===l firmicutes and bacteria | 4 leaves
™ firmicutes | 2 leaves

? , . . . . .
_‘% » TPA: abortive phage infection protein [Eubacteriaceae bacterium]
? GNS bacteria | 2 leaves

firmicutes and bacteria | 13 leaves

Multiple organisms | 8 leaves

————=lll firmicutes | 6 leaves

==l firmicutes | 2 leaves

firmicutes and unknown | 14 leaves

‘%E‘umieuteg and unknown | 8 leaves
firmicutes | 3 leaves

firmicutes | 5 leaves
firmicutes and bacteria | 9 leaves
==l firmicutes | 3 leaves

firmicutes | 3 leaves
? TPA: transcriptional regulator [Clostridiales bacterium]

firmicutes | 9 leaves

==l unknown and firmicutes | 4 leaves

49- MESINF_0559_1101: aldehyde ferredoxin oxidoreductase

@ MESINF 0559 1101
firmicutes and d-proteobacteria | 3 leaves

firmicutes | 3 leaves

firmicutes and d-proteobacteria | 5 leaves

firmicutes | 3 leaves

r Y
w

firmicutes | 6 leaves

<@ firmicutes | 2 leaves

0
v

Multiple organisms | 25 leaves

Multiple organisms | 34 leaves

<@ GNS bacteria | 2 leaves

I 0.2

&)
o

| ‘Multiple organisms | 14 leaves

<=l d-proteobacteria | 3 leaves

-ﬁ‘ firmicutes | 2 leaves
9 type IV toxin-antitoxin system AbiEi family antitoxin domain-containing protein [Alloscardovia macacae]

Label color map

ey
D from type material

Blast names color map

. d-proteobacteria

. firmicutes
. bacteria

. spirochetes

. fusobacteria
. GNS bacteria




50- MESINF_0559_0629: Cupin domain-containing protein

Label color map
[Jower ]
frnm type material

Blast names color map

[l]rish Gc Gram+
[ [firmicutes

—

cupin domain-containing protein [Candidatus Planktophila lacus]

upin domain-containing protein [Candidatus Planktophila lacus]

@ cupin [Actinobacteria bacterium]

==l firmicutes | 2 leaves

9 cupin domain-containing protein [Planctomycetes bacterium]

high GC Gram+ | 52 leaves

GNS bacteria | 5 leaves
GNS bacteria and spirochetes | 4 leaves

GNS bacteria and bacteria | 4 leaves

@ cupin [Chloroflexi bacterium HGW-Chloroflexi-10]

9 cupin [Chloroflexi bacterium HGW-Chloroflexi-6]
—9MESINF 0559 0629
bacteria | 3 leaves
g-proteobacteria | 3 leaves
Q9 9DUF952 domain-containing protein [Psychrosphaera saromensis]

DUF952 domain-containing protein [Pseudoalteromonas luteoviolacea]

g-proteobacteria | 11 leaves

9TPA: cupin [Rheinheimera sp.]
g-proteobacteria | 2 leaves

firmicutes and GNS bacteria | 2 leaves

g-proteobacteria and bacteria | 3 leaves

51- MESINF_0559_1563: DUF1211 domain containing proteins

Label color map

oo
frnm type material

Blast names color map

cyanobacteria
CFB group bacteria

DUFI1211 domain-containing protein [Calothrix brevissima]

9 hypothetical protein [Lentimicrobiaceae bacterium]

*hypothetical protein BIHO05_02290 [Candidatus Cloacimonas sp. 4484 140]

«d bacteria | 3 leaves

> hypothetical protein AMJ44 06145 [candidate division WOR-1 bacterium DG_54 3]

hypothetical protein A2247 01030 [candidate division WOR-1 bacterium RIFOXYA2 FULL 41 14]
unknown and archaea | 2 leaves

i archaea and euryarchaeotes | 3 leaves
*DUF121! domain-containing protein [Methanosarcinales archaeon]
DUF 1211 domain-containing protein [Dehalococcoidia bacterium]
’hypothetical protein A3K44 02320 [candidate division WOR-1 bacterium RIFOXYA2 FULL 51 19]
—Q euryarchacotes and CFB group bacteria | 2 leaves

[‘eurya:chaeotes | 18 leaves
r E‘ euryarchaeotes | 6 leaves

euryarchaeotes | 4 leaves

Multiple organisms | 6 leaves

euryarchaeotes and unknown | 3 leaves
euryarchaeotes and d-proteobacteria | 17 leaves
Multiple organisms | 16 leaves

Multiple organisms | 11 leaves

unknown and a-proteobacteria | 2 leaves



52- MESINF_0559_0436: DUF4956 domain-containing protein

102

- . . . . . .. bel col:
“DUF4956 domain-containing protein [Gottschalkia acidurici]
firmicutes | 2 leaves I |
Blast names color map
firmicutes | 6 leaves [Irevcutes
unknown
==l firmicutes | 2 leaves e

actinobacteria

T[ r? 9 DUF4956 domain-containing protein [Paenibacillus ihumii]
\ 2 DUF4956 domain-containing protein [Paenibacillus sp. GM2]

firmicutes | 3 leaves
2 DUF4956 domain-containing protein [Paenibacillus thiaminolyticus]

firmicutes | 4 leaves

9 DUF4956 domain-containing protein [Paludifilum halophilum]

=l firmicutes | 4 leaves

B Mo
hypothetical protein APF84 09190 [Gracilibacter sp. BRH c7a]

firmicutes | 3 leaves

Multiple organisms | 17 leaves

9DUF4956 domain-containing protein [Anaerocolumna aminovalerica]
©DUF4956 domain-containing protein [Clostridium sp. Marseille-P299]

<l firmicutes | 3 leaves

firmicutes | 41 leaves

| @MESINF 0559 0436
_LL‘ﬁrmicutes | 3 leaves



53- MESINF_0559_1939: Monooxygenase

hypothetical protein CISIN 1g022965mg [Citrus sinensis]
unnamed protein product [Citrus sinensis]

hypothetical protein CUMW 124520 [Citrus unshiu]

hypothetical protein CISIN_1g022965mg [Citrus sinensis]

E3 ubiquitin-protein ligase FANCL isoform X5 [Citrus sinensis]
E3 ubiquitin-protein ligase FANCL isoform X6 [Citrus sinensis]
unnamed protein product [Citrus sinensis]

E3 ubiquitin-protein ligase FANCL isoform X3 [Citrus sinensis]
E3 ubiquitin-protein ligase FANCL isoform X2 [Citrus sinensis]
E3 ubiquitin-protein ligase FANCL isoform X1 [Citrus sinensis]
E3 ubiquitin-protein ligase FANCL isoform X4 [Citrus sinensis]
E3 ubiquitin-protein ligase FANCL isoform X1 [Citrus clementina]
E3 ubiquitin-protein ligase FANCL isoform X2 [Citrus clementina]
hypothetical protein CICLE v10026132mg [Citrus clementina)

9 MESINF_0559 1939
MULTISPECIES: monooxygenase [Pseudomonas]
MULTISPECIES: monooxygenase [Pseudomonas]
Q monooxygenase [Pseudomonas syringae]
monooxygenase [Pseudomonas syringac UMAFO0158]
monooxygenase [Pseudomonas syringae]
© ©monooxygenase [Pseudomonas syringae]
Label color map Smouooxygenase [Pseudomonas syringae]
% & monooxygenase flavin-binding family protein [Pseudomonas syringae]
e MULTISPECIES: monooxygenase [Pseudomonas]
:u':!:: color map 'Umonooxygenase flavin-binding family protein [Pseudomonas syringae Cit 7]
[[orknonn gmonooxygenase [Pseudomonas syringae]
B lroececie OMULTISPECIES: monooxygenase [Pseudomonas]

0.6 .
|—| monooxygenase [Pseudomonas syringae]

monooxygenase [Pseudomonas syringae|]



54- MESINF_0559_2722: fibronectin type Ill domain protein

® bacteria | 2 leaves

—— ==l bacteria | 2 leaves

Multiple organisms | 6 leaves

Label color map

[foey |
I >

Blast names color map

bacteria | 14 leaves

Multiple organisms | 13 leaves

<=l bacteria | 4 leaves

Multiple organisms | 3 leaves

Multiple organisms | 17 leaves

Multiple organisms | 7 leaves

Multiple organisms | 28 leaves

bacteria and unknown | 4 leaves

55- MESINF_0559_2226: Helix-turn-helix domain-containing protein

helix-turn-helix domain-containing protein [Haemophilus influenzae]

firmicutes | 3 leaves
——==ll Multiple organisms | 6 leaves

euryarchaeotes and bacteria | 2 leaves

verrucomicrobia and euryarchaeotes | 11 leaves

Multiple organisms | 7 leaves

Multiple organisms | 27 leaves

firmicutes | 4 leaves
Multiple organisms | 8 leaves
e-proteobacteria and bacteria | 26 leaves

| 0.4 |

Multiple organisms | 5 leaves

helix-turn-helix domain-containing protein [Faecalitalea cylindroi...

 hypothetical protein DRQ10 03515 [Candidatus Hydrothermae bacterium]

Label color map

(N T
|_I[from type material

Blast names color map
I:‘ g-protecbacteria

(Ifirmicutes




56- MESINF_0559_1204: Iron-containing alcohol dehydrogenase

@ iron-containing alcohol dehydrogenase [Desulfosporosinus fructosivorans]

firmicutes | 2 leaves

<l bacteria | 15 leaves

——==ll firmicutes | 2 leaves

) .
firmicutes | 5 leaves
) firmicutes | 16 leaves
Label color map I])
| ljguery .
o type rces ]i <l firmicutes | 3 leaves
Blast names color map ﬁrmlcutes | 3 leaves
f\rmlcutes
| ESEE firmicutes | 8 leaves
unknown
hlgh GC Gram+ . .
e firmicutes and bacteria | 4 lcaves
1L0.09 | bacteria | 3 leaves

i |
Multiple organisms | 39 leaves

57- MESINF_0559_1870: Lyase/Listeria protein

9 leucine-rich repeat domain-containing protein [Bacteroidales bacterium Barb6XT|
9TI9SS type A sorting domain-containing protein [Bacteroidales bacterium Barb4]

—==8 CFB group bacteria | 3 leaves

>  Listeria-Bacteroides repeat domain [Bacteroidales bacterium Barb4 |
— 9MESINF 0559 1870
o Multiple organisms | 9 leaves
abel color maj . .
; ey > firmicutes and bacteria | 7 leaves
] from type material
L Multiple organisms | 5 leaves
Blast names color map ‘)
C:nirv{::p e ) CFB group bacteria and bacteria | 11 leaves
bacteria
verrucomicrobia CFB group bacteria and bacteria | 25 leaves
ﬁrm\cutes
actinobacteria ==l firmicutes | 3 leaves
104 | actinobacteria | 7 leaves

«l firmicutes | 5 leaves




FaY

1 0.6

58- MESINF_0559_0698: Mechanosensitive ion channel MscS

@ MESINF_0559 0698
<=l Multiple organisms | 9 leaves

verrucomicrobia and firmicutes | 11 leaves

==l green sulfur bacteria | 3 leaves
h)—‘ green sulfur bacteria | 2 leaves

y

9 Q L‘ green sulfur bacteria | 3 leaves

bacteria | 2 leaves
Multiple organisms | 4 leaves

firmicutes and g-proteobacteria | 3 leaves

g-proteobacteria | 4 leaves

g-proteobacteria | 8 leaves
g-proteobacteria | 13 leaves

g-proteobacteria | 10 leaves

enterobacteria | 3 leaves

enterobacteria and bacteria | 3 leaves

g-proteobacteria and a-proteobacteria | 8 leaves
mechanosensitive ion channel [Desulfopila sp. IMCC35006]

g-proteobacteria | 3 leaves

g-proteobacteria and d-proteobacteria | 4 leaves

0.1
I—l _:mechanosensitive ion channel protein MscS [Planctomycetes bacterium]

mechanosensitive 1on channel protein MscS [Planctomycetes bacterium]

59- MESINF_0559_1607: OmpA family protein

—— 9MESINF 0559 1607

I—--" OmpA family protein [Maribacter polysiphoniae]
L [ OmpA family protein [Draconibacterium orientale]

2 OmpA family protein [Marinifilum flexuosum]

[~ hypothetical protein [Sedimentisphaera salicampi]

i

2 hypothetical protein [Sedimentisphaera salicampi]

»mechanosensitive ion channel [Chlorobium ferrooxidans]

mechanosensitive ion channel family protein [Orbus hercynius]

@ mechanosensitive ion channel family protein [Planctomycetes bacterium]

mechanosensitive ion channel family protein [Spirochaeta cellobiosiphila]

Label color map
T
frum type material

Blast names color map

D frezarmmee

enterobacteria

Label color map
ooy ]
[l o o]

» Show removed seqs

Blast names color map
unknown

|73 group bacteria

bactaria

9 hypothetical protein C0168 00145 [Candidatus Aminicenantes...

9 hypothetical protein [Sedimentisphaera cyanobacteriorum]




60- MESINF_0559_1333:

Peptidase T

OMESINF 0559 1333

mcutes | 2 leaves
firmicutes | 2 leaves

Multiple organisms | 13 leaves

Label color map

[Joer |
fmm type material

Blast names color map

I:‘ unknown
f\rmicutes
I:‘ fusobacteria

I:‘ CFB group bacteria

I:‘ bacteria

—Q firmicutes | 4 leaves
Q . .
firmicutes and bacteria | 4 leaves
firmicutes | 12 leaves
-9 )
firmicutes | 8 leaves
firmicutes | 8 leaves
Q

4‘ firmicutes and CFB group bacteria | 25 leaves

I 0.09 I ﬂ group bacteria | 14 leaves
CFB group bacteria | 8 leaves
61- MESINF_0559_0677: reductase
@ reductase [Desulfosporosinus sp. Tol-M]
© sugar nucleotide-binding protein [Butyrivibrio sp. FC2001]
® <=l CFB group bacteria and firmicutes | 7 leaves
firmicutes | 2 leaves
IS CFB group bacteria | 6 leaves

CFB group bacteria | 3 leaves
| e CFB group bacteria and spirochetes | 6 leaves
Blast names color map
W rricuees —Q firmicutes and bacteria | 9 leaves

CFB group bacteria
spirochetes

firmicutes and CFB group bacteria | 4 leaves

firmicutes | 3 leaves

| CFB group bacteria and firmicutes | 3 leaves

Multiple organisms | 56 leaves



62- MESINF_0559_0718: SgcJ/Ecac family oxidoreductase

Label color map

0.5

@MESINF 0559 0718

| ||query
| ||from type material

» Show removed seqs

r SgcJ/EcaC family oxidoreductase [Scytonema millei]  Bfast names color map

unknown
r cyanobacteria

2 Sgcl/EcaC family oxidoreductase [Tolypothrix c...

63- MESINF_0559_1236: Sulfite exporter TauE/SafE

9 sulfite exporter TauE/SafE family protein [Shewanella sp. D4-2]
—eil] g-proteobacteria and bacteria | 12 leaves
O@MESINF_0559 1236

==l bacteria | 2 leaves

.I')_r—‘bacteria | 3 leaves

’cytochrome C biogenesis protein [Nitrospirae bacterium CG2 30 53 67]

Label color map

T
[Jlirom type material

Blast names color map

g-proteobacteria

9 d-proteobacteria and bacteria | 3 leaves

Multiple organisms | 9 leaves
bacteria | 2 leaves

bacteria | 4 leaves

Multiple organisms | 3 leaves

bacteria | 6 leaves
bacteria and firmicutes | 5 leaves

bacteria and d-proteobacteria | 7 leaves

Multiple organisms | 5 leaves
proteobacteria | 2 leaves

bacteria | 2 leaves
::Multiple organisms | 20 leaves
proteobacteria and planctomycetes | 2 leaves

d-proteobacteria and bacteria | 8 leaves

bacteria | 3 leaves

64- ESINF_0559_0429: Transient receptor potential cation channel

0.2

9MESINF 0559 0429

?PREDICTED: transient receptor potential cation channel subfamily M mem...



65- MESINF_0559_1290: twitching motility protein PilT

twitching motility protein PilT [Thioalkalivibrio paradoxus ARh 1]
9 putative foxin-antitoxin system toxin component, PIN family [Acidobacteria bacterium RIFCSPLOWO2_02_FULL_61_28]
bacteria | 2 leaves

GNS bacteria | 2 leaves
==l GNS bacteria and bacteria | 3 leaves

euryarchaeotes and bacteria | 2 leaves

bacteria and GNS bacteria | 2 leaves

9 putative toxin-antitoxin system toxin component, PIN family [Nitrospinae bacterium]
firmicutes and GNS bacteria | 2 leaves

GNS bacteria | 2 leaves

d-proteobacteria | 2 leaves

d-proteobacteria and GNS bacteria | 2 leaves

bacteria | 2 leaves

o bacteria and actinobacteria | 4 leaves
9PIN domain protein [bacterium BMS3Abin10]
bacteria | 3 leaves

Labal color map
[Te ]
[Jfom vl

Blast names color map

bacteria and d-proteobacteria | 5 leaves

GNS bacteria and bacteria | 3 leaves
bacteria | 3 leaves

bacteria and high GC Gram+ | 3 leaves

Multiple organisms | 26 leaves

cyanobacteria and bacteria | 2 leaves
GNS bacteria | 2 leaves

GNS bacteria | 2 leaves

Multiple organisms | 8 leaves

bacteria and high GC Gram+ | 6 leaves

GNS bacteria | 2 leaves
MESINF_0559_1290

d-proteobacteria and bacteria | 2 leaves

Multiple organisms | 4 leaves

66- MESINF_0559_1129: WD40-repeat-containing domain

Label color map

9 WD40-repeat-containing domain [Pseudocohnilembus persalinus] uery
==l high GC Gram+ and cyanobacteria | 3 leaves from type material
. . Blast names color map
Multiple organisms | 4 leaves e
cyanobacteria and basidiomycetes | 2 leaves [MJriah GC Gram+
—Q@ . . cyanobacteria
o high GC Gram+ and basidiomycetes | 2 leaves e
Multiple organisms | 3 leaves [ basidiomycetes
I:‘ g-protecbacteria
—Q Multiple organisms | 25 leaves [B[otanctomycetes
I:‘ budding yeasts
«l cyanobacteria | 4 leaves [
.y nematodes
Q basidiomycetes | 2 leaves [ Jpony fshes
Multiple organisms | 3 leaves green algae
. ) insectivores
Multiple organisms | 10 leaves unknown
basidiomycetes and ascomycetes | 3 leaves spicomplexans
9 WD40 repeat-like protein [Coniophora puteana RWD-64-598 SS2]
1 0.6 | Multiple organisms | 10 leaves

Multiple organisms | 22 leaves



67- MESINF_0559_2062: ypfG - DUF1176 domain-containing protein

OMESINF 0559 2062

"MULTISPECIES: DUF1176 domain-containing protein [Neis...

Label color map

[Jawey ] " MULTISPECIES: DUF1176 domain-containing protein [Neis...
9 $ 5
At [ |} DUF1176 domain-containing protein [Neisseria subflava]

Blast names color map ])
% ¢ MULTISPECIES: DUF1176 domain-containing protein [Neis...
-proteobacteria .

L

/DUF1176 domain-containing protein [Neisseria sp. HMSCO06...

I 04 I *DUF1176 domain-containing protein [Neisseria subflava]

—2DUF1176 domain-containing protein [Neisseria flavescens]

68- MESINF_0559_0867: Zinc ribbon domain containing

© hypothetical protein [Kosmotoga sp. DU53]
5 zinc ribbon domain-containing protein [Kosmotoga olearia]
@ TPA: hypothetical protein [Actinobacteria bacterium]|

high GC Gram+ and actinobacteria | 2 leaves
zinc ribbon domain-containing protein [Planctomycetes bacterium]

high GC Gram+ | 3 leaves

high GC Gram+ | 7 leaves

verrucomicrobia and firmicutes | 2 leaves

MULTISPECIES: SPFH domain-containing protein [Lachnospiraceae]
SPFH domain-containing protein [Eisenbergiella tayi]

SPFH domain-containing protein [Eisenbergiella tayi]

© SPFH domain-containing protein [Eisenbergiella tayi]

SPFH domain-containing protein [Eisenbergiella sp. OF01-20]
SPFH domain-containing protein [Clostridiaceae bacterium MS3]

' TPA: hypothetical protein [Blastocatellia bacterium]|
Double zinc ribbon [Methanomassiliicoccales archaeon PtaUl.Bin124]

euryarchaeotes and crenarchaeotes | 2 leaves

firmicutes and mycoplasmas | 4 leaves

firmicutes | 2 leaves
hypothetical protem DBY05 05115 [Clostridiales bacterium]

:fMCutes | 3 leaves
firmicutes | 3 leaves

« firmicutes and unknown | 3 leaves

Label color map

[
E‘ from type material

Blast names color map

firmicutes | 2 leaves
9 MESINF 0559 0867

bacteria | 3 leaves
planctomycetes | 2 leaves

verrucomicrobia and firmicutes | 2 leaves

»zinc ribbon domain-containing protein [Planctomycetaceae bacterium)
9 zinc-ribbon domain-containing protein [Rubeoparvulum massiliense]

zinc-ribbon domain-containing protein [Natranaerovirga pectinivoral

firmicutes | 3 leaves

firmicutes | 3 leaves
firmicutes | 2 leaves

firmicutes and bacteria | 2 leaves



69- MESINF_0559_1102: DMT family transporter

@ MESINF 0559 1102
9 DMT family transporter [Desulfosporosinus orientis]

[l T')< firmicutes | 17 leaves
‘Wf—d‘ DMT family transporter [Anoxybacter fermentans]

? multidrug transporter [Gracilibacter sp. BRH c¢7a]

Q Q firmicutes and bacteria | 35 leaves
firmicutes | 24 leaves
Q9 .
) =@l firmicutes | 5 leaves
[ h)‘ firmicutes | 6 leaves e
. i from type materiall
firmicutes | 2 leaves
0 3 Blast names color map
I . I_ﬁrmicutes and thermotogales | 5 leaves f””r';“‘“:“
. bacterla
=l bacteria | 3 leaves [ m—

70- MESINF_0559_1259: Unknown

‘ @ MESINF 0559 1259

: 9 uncharacterized protein LOC110738806 isoform X1...

71- MESINF_0559_1324: Unknown

OMESINF 0559 1324 abe ks map

Blast names color map

,
Qo2 Moo |
-

: @ hypothetical protein DRR11 08030 [Gammapro...

72- MESINF_0559_0454: Unknown

Label color map

“ hypothetical protein C4542 01160 [Dehalococcoidia bacteri.. [Jaer —
— ] from type materiall

Blast names color map

Wesoee |
[ 9MESINF 0559 0454 [ [FrEE——

I 0.5 9_|

: @ hypothetical protein SE17 08795 [Kouleothr...




73- MESINF_0559_0528: Unknown

<=l Multiple organisms | 10 leaves

— 9MESINF_0559_0528

—‘Multiple organisms | 71 leaves

? hypothetical protein [Anaerotignum propionicum]
o TPA: hypothetical protein [Clostridium sp.]
L o [ »hypothetical protein [Acetobacterium dehalogenans]

ﬁ. hypothetical protein [Acetobacterium wieringae]

2 hypothetical protein BI182 02665 [Acetobacterium sp. MES1]

LS @ hypothetical protein ALO 13877 [Acetonema longum DSM 6540]
—— hypothetical protein VR67 04710 [Peptococcaceae bacterium BRH c8a]
" 2 MULTISPECIES: hypothetical protein [Dehalobacter]

I [ ! ? hypothetical protein [Hungateiclostridium cellulolyticum]
% » hypothetical protein [Dehalobacter sp. UNSWDHB]
Blast names color map ‘9 [ “hypothetical protein A4E53_02251 [Pelotomaculum sp. PtaB.Bin104]

:n:no;: |Vﬁ_ 7 hypothetical protein [Desulfitobacterium metallireducens]
::h":c:ram @ [ TPA: hypothetical protein [Firmicutes bacterium]
"pﬁtht |: ‘.“ITPA: hypothetical protein [Firmicutes bacterium|

)

‘ STPA: hypothetical protein [Ruminococcaceae bacterium]
» TPA: hypothetical protein [Firmicutes bacterium]

hypothetical protein [[Clostridium] viride]

74- MESINF_0559_2759: Unknown

hypothetical protein EF808 02985 [archacon]
curyarchacotes | 3 leaves

hypothetical protein US52_C0033G0009 [candidate division WS6 bacterium GW2011_GWA2_37 6]
euryarchaeotes and GNS bacteria | 6 leaves

bacteria | 2 leaves
Multiple organisms | 15 leaves

high GC Gram+ and actinobacteria | 2 leaves

<=l GN'S bacteria and unknown | 4 leaves
GNS bacteria | 7 leaves

Label color map
[Joverv |
[_JJfrem type material

Blast names color map

Multiple organisms | 10 leaves
GNS bacteria | 6 leaves
euryarchacotes | 10 leaves

Multiple organisms | 11 leaves

MESINF 0559 2759
euryarchaeotes | 5 leaves

hypothetical protein UT28_C0001G0580 [Berkelbacteria bacterium GW2011_GWEI_39 12]
bacteria and actinobacteria | 2 leaves

bacteria | 4 leaves

< hypott

bacteria and unknown | 7 leaves

bacteria and GNS bacteria | 2 leaves

'L [ " hypothetical protein CVU99 04695 [Firmicutes bacterium HGW-Firmicutes-4|

ical protein COT25_01090 [Candidatus Kerfeldbacteria bacterium CG08_land 8 20 14 0 20 42 7]



75- MESINF_0559_0553: Unknown

? hypothetical protein [Fusibacter sp. 3D3]
9 hypothetical protein EHM40_11770 [Chloroflexi bacterium]
2 hypothetical protein EHM89_06240 [Acidobacteria bacterium]
jhypothetical protein DMD90 01285 [Candidatus Rokubacteria bacterium]
 hypothetical protein AUGS80 13205 [Candidatus Rokubacteria bacterium 13 1 20CM 4 68 9]
@ helix-turn-helix domain-containing protein [Caproiciproducens sp. NJN-50]
firmicutes | 4 leaves

firmicutes | 5 leaves
bacteria | 2 leaves
spirochetes and firmicutes | 5 leaves

==l firmicutes | 7 leaves

) firmicutes | 2 leaves

l—‘ firmicutes | 16 leaves
Label color map I—f—‘ firmicutes | 9 leaves

[fower |
[ Jfrom type maters] @ firmicutes | 6 leaves

== firmicutes | 6 leaves
firmicutes | 2 leaves

transcriptional regulator%2C y4mF family [uncultured Clostridium sp.]
firmicutes | 10 leaves

Blast names color map

firmicutes

[ [stis bacteria

firmicutes | 10 leaves

firmicutes and unknown | 10 leaves



