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(GCF 001642675 4165 1 Mariniblastus fucicola GCF 001642875
GCF 002277955 1 165 1 Thermogutta terrfontis GCF 002277955

GCF 0002556559165 1 Schiesneria paludicola DSM 18645 GCF 000255655
(GCF 001610835 1165 2 Planctomyces sp SH PL14 GCF 001610835

GCF 001610835 1165 1 Planctomyces sp SH PL14 GCF 001610835

GCF 0001657151165 1 Rubinisphaera brasilensis DSM 5305 GCF 000165715
GCF 000165715 11652 Rubinisphaera brasilensis DSM 5305 GCF 000165715
(GCF 900129635 4 165 3 Singulisphaera sp GP187 GCF 900129635

(GCF 900129635 4 165 2 Singulisphacra sp GP187 GCF 900129635

(GCF 9001296354 165 1 Singulisphacra sp GP187 GCF 900129635

(GCF 900129635 5 165 1 Singulisphaera sp GP187 GCF 900129635

(GCF 900129635 5 165 3 Singulisphacra sp GP187 GCF 900129635

(GCF 900129635 5 165 4 Singulisphacra sp GP187 GCF 900129635

(GCF 900129635 5 165 5 Sinqulisphacra sp GP187 GCF 900129635

(GCF 900129635 5 165 2 Sinqulisphacra sp GP187 GCF 900129635

GCF 0004177351165 1 Chlamydia psittaci 10881 SC42 GCF 000417735

GCF 000750955 17 165 1 Crblamydia sequanensis CRIB 18 GCF 000750955
GCF 900000175 28 165 1 Estrela lausannensis GCF 900000175

(GCF 000092785 1 165 2 Waddiia chondrophila WU 86 1044 GCF 000092785
(GCF 000092785 1 165 1 Waddiia chondrophila WU 86 1044 GCF 000092785
GCF 000237205 1165 1 Simkania negevensis Z GCF 000237205
GCA000756735 1 165 2 Candidatus Rubidus massiliensis GCA 000756735
GCA000756735 1 165 1 Candidatus Rubidus massiliensis GCA 000756735
GCF 001545115 16 165 1 Parachlamydia sp C2 GCF 001545115

(GCF 001950615 131 165 1 Candidatus Protochlamydia sp W 9 GCF 001950615
(GCF 000813665 79 165 1 Neochlamydia sp EPS4 GCF 000813665

GCF 000829755 25 165 1 Parachlamydiaceae bacterium HS T3 GCF 000829755
(GWF2 0P3 43 52 gwi2 scaffold 4322 165 1 Omnitrophica

RIFC: Lop3as 1 1630165
RIFC: op3es 025 165
GCA002712105 30165 1 Kiritimatiellaceas bacterium GCA 002712105
F: 165
F 72 scaffold 392 165 1|Lentisph;

(GCF 000243495 2 165 1 Opitutaceae bacterium TAV1 GCF 000243495
(GCF 001650175 2 165 1 Opitutaceae bacterium TS847 GCF 001650175

GCF 000019965 1 165 1 Opitutus terrae PB90 1 GCF 000019965

GCF 000953475 1 165 1 Methylacidiphilum fumariolicum SolV GCF 000953475
(GCF 000172555 68 165 1 Pedosphaera parvula Elins 14 GCF 000172555

(GCF 000173075 62 165 1 Chthoniobacter flavus Ellin428 GCF 000173075

(GCF 000739655 17 165 1 Verrucomicrobium sp BVORR106 GCF 000739655

(GCF 900184985 66 165 1 Akkermansia muciniphila GCF 900184985

(GCF 000739615 4 165 1 Haloferula sp BVORRO71 GCF 000739615

GWF20P3 43 52 gwi2 scaffold 1801 165 10mnitrophica

AB924403.1.1507 Elusimicrobia 12 31

6Q328678.1.779 Bacteria Elusimicrobia Elusimicrobia 12 31 uncultured bacterium
6Q328684.1.676 Bacteria Elusimicrobia Elusimicrobia 12 31 uncultured bacterium

EF205582.1.1457 Bacteria 1231 bacterium
KM819487.1.1544 1231

EF444707.1.1133 1231

FN36175.1 1231

FN436198.1.1505 1231

A8746494.1 Elusimicrobia 1231

KC575049.1 El bia 1231

AB746490.1 Elusimicrobia 1231

FN429790.1.1501 Bacteria Elusimicrobia Elusimicrobia 12 31 uncultured Caldiserica bacterium
DQ463697.1.1482 Bacteria Elusimicrobia Elusimicrobia 12 31 uncultured bacterium

AF351216.1
FJ694663.1.844 Bacteria Elusimicrobia Elusimicrobia 12 31 uncultured bacterium
HQ845898.1.

GU208353.1.1402 Bacteria Elusimicrobia Elusimicrobia 12 31 uncultured prokaryote
EUS70909.1.1464 Bacts 1231

KC607217.1, Elusimicrobia 12 31

EUS92491.1.1485 Bacts 1231

QCa scaffold 2929 165 1/QC4 Elusimicrobia 32 24QC4
9102 scaffold 6554 ¢ 165 1/CG1 02 FULL Omnitrophica 41 171 curated|CG1 02 FULL binning

Tree scale: 0.1

€G021and 8 2014 3.00 150 scaffold 273 ¢ 165 1/CGO2 land 8 20 14 3 00 150 Desantisbacteria 49 13 curated|CGO2 land 8 20 14 3 00 150

€GO7 land 8 20 14 0,80 scaffold 72 165 1/CGO7 land 8 20 14 0 80 CG Elusi 02 39 15(CGO7 land 820 14.0 80
AM229192.1.1555

KC605342.1.807 Endomicrobia
KC922677.1

EUA8B113.1.1483 M

GQ348466.1 RsMa7

IN469032.1 Rs M4

F1416107.1 Rs M4

KC192460.1

AB614709.1.149:
AB0B9107.1.1303
1Q278821.1.1497 Bact
AM712347.1.1493
AB305402.1.894 Bacteria Elusimicrobia Elusimicrobia Rs M47 uncultured bacterium
AB700818.1.609 Bacteria Elusimicrobia Elusimicrobia Rs M47 uncultured bacterium
GCA002780705 13 165 1 Elusimicrobia bacterium CGO3 land 8 20 14 0 80 50 18 GCA 002780705

6423721 uncultured bacterium
JF323651.1.810 Bacteria Ma;
400 zone1 2014 193401 scaffold 685 165 1/400 ZONE1 20141G3401 Elusimicrobia 39 22/400 ZONE1 2014 1G3401

€GO7 land 8 20 14 0.80 scaffold 116350 165 1/CGO7 land 8.20 14 0 80 Elusimicrobia 38 24 maxbin2.output 235CGO7 land 8 20 140 80

HM066440..
KCS75029.1.7;
KC575030.1,

HM593819.1

400 zone1 2014 1g3401 scaffold 252 165 1/400 ZONE1 2014 1G3401 BJP 162102 Elusimicrobia 52 42 55 11]400 ZONE1 2014 1G3401

AY604048.1.1547

0BE140C01 25 2013 193399 sub10 scaffold 393 165 1[08E140C01 25 2013 1G3399 SUBTO 16/08E140C01 Z5
AM409879.1.904 Bacte bacterium
DQ676388.1. Termite group 1 bacterium
HQ178693.1. L
FI716477.1
EF069268.1.
IN397734.1 L
FM956151.1.
FR774709.1.869 bacterium
AY607148.1
DQ252450.1. Endomicrobia
FJ351333.1.858 Bacteria bacterium
KC925319.1.801 Endomicrobia
HEB04405.1.1451
FR687092.1 bacterium
1Q640430.1
AB486823.1
AM409836.1.397 Bacts bacterium
FM956983.1.
LK024942.1.655 Bacteria bacterium
AM773924.1.792 Bacte bacterium
KC574870.1.757 Endomicrobia
IN039001.1.1487 L
GU472655.1.
IF747934.1
AM181978.1.917 Bacte bacterium
GQ472396.1.
41651 2FULL 49 49 GCA 001800235

HM141904.1.1485
DQ415750.1.
AB6S7211.1.867

8.1
HEB04502.1.1443
ING80679.1
1X457941.1.770 Bacteria bacterium

AY679193.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
IN619680.1 L

AB282987.1.1109 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
ABs22108.1
INGB0675.1
AB522105.1.144:

AB0B9051.1.1303 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium

AB298042.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
GCAQD1027545 1 165 1 Endomicrobium proavitum GCA 001027545

AB522104.1.1443
AB282972.1.1109 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
'AB282975.1.1109 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
'AB282982.1.1109 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
EF454709.1.1440 Bacteria Endomicrobia bacterium

F1798847.1
AY679214.1.1106 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
AY679211.1.1 Termite group 1 bacterium
AB282963.1.1341 Termite group 1 bacterium
AYS714531 Endomicrobia

1Q993486.1.1442 Bacteria

DQ420280.1.725 Endomicrobia

AB297992.1.144: Termite group 1 bacterium
AB298046,1.144: Termite group 1 bacterium

GCA002355835 1 165 1 Candidatus Endomicrobiurm trichonymphae GCA 002355835
AP009510.128213.

Termite group 1

IN703763.1.927 bacterium
IN703765.1.957 bacterium
IN703756.1.955 bacterium
IN703751.1 bacterium
IN703752.1.955 bacterium
A8192272.1.1 Termite group 1 bacterium
AY5720231.1485 domicrobi ol
HEG81225.1.1511

6Q469995.

AY679176.1.1108 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
ABS22107.1.1442
FKB36919.7.905 F

AY679175.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
GUA34660.1.

KF257279.1.851
AB282981.1.1109 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium

Q4582501

IF3091721.1477
KC163076.1.1511 Bacteria
ABS55215.1.1473
63271611
GQ327029.1
GCA002392975 7 165 1 Elusimicrobia bacterium UBA3832 GCA 002392975
AB612805.1.1481
K18739811.1292

AB812561.1.1 b
FN377770.1.1482 Endomicrobia bacts
AY679185.1. Termite group 1 bacterium

AY679192.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
AB298082.1.1442 Termite group 1 bacterium
'AB282983.1.1109 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium

termite

AB192274.1. Termite group 1 bacterium
8282993.1.130: Termite group 1 bacterium

AB192273.1. Termite group 1 bacterium

FKB329: L

FKB32930. L

AY679191.1.1107 Endomicrobia uncultured Termite group 1 bacterium

A8299537.1 Termite group 1 bacterium

A8299540.1.134: Termite group 1 bacterium

FN377767.1.1483
AB282964.1.1341 Termite group 1 bacterium
AB298023.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
'AB298024.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
'AB298028.1.1108 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
1Q617793.1.1485 B:

AB298013.1.1442 Termite group 1 bacterium
AB298033.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
AB004575.1.1342
1Q617799.1.1488 Bacteria
AY679200.1.1107 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
AB298063.1.1442 Termite group 1 bacterium

Endomicrobia
GQ469994.1.

AB282965.1 Termite group 1 bacterium
AY679201.1.1106 Bacteria Elusimicrobia Elusimicrobia Lineage | Endomicrobia uncultured Termite group 1 bacterium
FN377772.1.1482 Endomicrobia bacterium

AB282960.1.1341
AB298076.1.1441
0Q230949.1.
KC604644.1.823
GCAQD2412545 18165 1 Elusimicrobia bacterium UBAS214 GCA 002412545
FJ351567.1.863 Bacteria

Termite group 1 bacterium
Termite group 1 bacterium

AB806192.1 bacterium
€G 4101408 um filter scaffold 2657 165 1/CG 410 14 0.8 um filter cor CG Elusi 05 37 32/CG 4 10 14.0 8 um filter cor
FI716456.1. Lineage

F1901560.1.802 Bacteria Elusimicrobia Elusimicrobia Lineage Ilc uncultured Termite group 1 bacterium
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EU386053.1.1508 Bact:
EU386039.1.1472 Bacts

EU385935.1.1470 Bacts

AB924407.1.1527 bacterium
AB364881.1.1482 bacterium
GCA001800285 51165 1 Elusimicrobia bacterium RIFOXYA2 FULL 39 19 GCA 001800285
GCA001800495 149 165 1 Elusimicrobia bacterium RIFOXYB2 FULL 48 7 GCA 001800495
EUS46459.1.827 L

55GD2017 252 scaffold 610 165 155 QB3 180125 GD2017 2 52 Elusimicrobia 38 13[55 Q83 180125 GD2017 2 52 Elusimicrobia 38 13

GCA001800135 22 165 1 Elusimicrobia bacterium RIFCSPLOWO2 02 FULL 39 32 GCA 001800135
GCA001800095 59 165 1 Elusimicrobia bacterium RIFCSPLOWO2 01 FULL 64 13 GCA 001800095
AF424436.1.990 Bacts

2 RIFCSPLOWO2 02 FULL Elusimicrobia 39 32 curated 498

AM491123.1. Termite group 1 bacterium
GU208312.1.1445 Bacte

53650 1651 Genasci 2RIFCSPLOWO?2 02 FULLE bia 39 d
Flaga431.1 Termite group 1 bacterium

AB656251.1.897
KC358492.1.1280 Bacte

HM228704.1 867 L

EU635099.1.791 L

1Q675445.1.1153 bacterium
AB794396.1 I

JX113006.1 bacterium
EU043602.1 Lineage llc

EF664650.1. Lineagellc

1X227235.1.1531 L
1X227537.1 L
JF417820.1
EU134599.1.1391 Bacts
DQ663998.1.
016312,
HMS92545.1. L
KC922945.1.753
1X415409.111 L
DQ404607.1.1517
AY917656.1817

EU134603.1.1 .
EF666014.1.751 Lineage b
HE998835.1 Lineage I

EU374059.1.1516 Bacte
KIB17547.1.1495
EU374057.1.1512 Bacteri bacterium
AB780124.1
KF412190.1
KF412192.1.648
AM997633.1.1493
HE999420,1.931
AB661286,1.897
JQB00824.1.1499 Bacteria Elusimicrobia Elusimicrobia MVP 88 uncultured bacterium
LNS55033.1.1358 Bacteria
KC331316.1.1496 Bacts
DQ676361.1. Termite group 1 bacterium
FJ694631.1.876 Bacteria Elusimicrobia Elusimicrobia MVP 88 uncultured bacterium
IN398074.1
IN580020.1
KFB36184.1
HQ664365.1.745 Bacteria Elusimicrobia Elusimicrobia MVP 88 uncultured bacterium
AB288622.1.
HM444921.1.1351 Bacteria Elusimicrobia Elusimicrobia MVP 88 uncultured bacterium
1Q726461.1.661
M491125.1 Termite group 1 bacterium
EF141884.1.
HM228707.1
IN178746.1
DQ676373.1.1427 Bacteria Elusimicrobia Elusimicrobia MVP 88 uncultured Termite group 1 bacterium
DQ640692.
JQ7328261.141 Bacteria Elusimicrobia Elusimicrobia MVP 88 uncultured bacterium
AY983802.1
HG327483.1.707
1Q370565.1.797
KFB36163.1
KF412193.1.663
AY694577.1
EU134495.1.1416 Bacte
62141261 bacte
1Q732850.1.141
HQ684547.1.
EU299543.1 u bacte
EF664962.1.
1Q369207.1.
1Q369154.1
1Q369176.1.
EUB61853.1.1520 Bacteri bacterium
EF075392.1
EU134598.1.1298 Bacte

6897521 Termite group 1 bacterium
EU297405.1 [t

EF219683.1.
HEB60897.1 bacterium
1Q3691721
HE999419.1 bacterium
EUB01473.1.1441 Bact

A8374770.1 bacte
KC574869.1
JQ368939.1
AM491083.1.681 Bacte

Termite group 1 bacterium

1Q369140.1
KF145747.1
LN573905.1.1391 Bacteria
FR871509.1.925
AY9218821.1415
JF270437.1.758 Bacteria
EF664534.1.
HM447662.1.1512
HMS34468.1.847 U bacterium
EUS89308.1.1526 Bact: bacterium
1Q369221.1
1Q369134.1
AB660837.1.897 bactt
JQ815058.1

£U284257.1.807 Li bact:
EF664384.1.
HM187323.1.1503
0Q444076.1.923
EU134596.1.1394 Bacte
HE602802.1.1
EF651217.1.
EU134597.1.1279 Bacte

EU134594.1,1296 Bacte

AB426421.1. bacte
FI524952.1.867 Bacteria

IN480348.1. U

1Q580278.1.1519 Bacteria
124099611056 Bacte
F1264554.1 he
X227326.1.1521 U bacts
AM991215.1.384 Bacts

EU134595.1.1361 Bacts

EU374058.1.7 Li bact:
KC358373.1.1282 Bacte

Termite group 1 bacterium

FJ351332.1.867 Bacteria
1Q376070.1
119204011522
FJ660573.1
EF075394.1,
AB656951.1.897 bacte
6Q183238.1.756 Bacteria
HQ190399.1. u bacterium
K1014829.1 L bacterium
HM4477121.1511
KFB36146.1 L bacterium
EF516008.1.1465 Bacteria
KM841230.1.832
1Q369175.1
1Q369177.1.804
1Q369138.1.
1Q368869.1 807
FM956241.1. MD:
FJB13587.1.1507 MD:
EU386017.1.1469 Bacts
KC604862.1.813 bact:
Q3569931
EF632649.1.
F1694327.1879 Bacteria
FM866302.1.1464 Bacteria a
F1625343.1.1541
EU043938.1.1405 Bacte
EU0443301.1404 Bacte
1Q370176.1
EU298131.1 L
EF665966.1.
EF606650.1.693 Bacteria Elusimicrobia Elusimicrobia Lineage lla uncultured bacterium
GQ402750.1.
IN168573.1
103701821
FJ621241.1.883 Bacteria
FJ620927.1.895 Bacterla
EF665803.1.
GUS99157.1.
EU359999.1 L
EUA445210.1.1539 Bacts
1Q370274.1
EU044103.1.1402 Bacts
1Q370669.1
EF664215.1.791
GU375748.1.
EU044238.1.1407 Bacte
GCA001800075 62 165 1 Elusimicrobia bacterium RIFCSPLOWO2 01 FULL 59 12 GCA 001800075
KC331425.1.1509 Bacte
EU1171721.1408
EF606309.1.

103702731
HM445022.1.
EU297402.1 U
EU134602.1,1355 Bacte

103702761
KF183052.1.891
1Q3701621
K1407449.1.1007
EF605895.1.
KI192041.11511
EU043524.1 u

GU444091.1.1512 Bacte la
IN177865.1.1541 L bacte
1X100196.1.916 Bact a

JF829599.1.826 Bacteria
LN573903.1.1381 Bacteria
F12292121.734 Bacteria
EF073331.1,
HM269773.1.1367
1Q370168.1
103701791
EF606055.1.
EF605865.1.
1Q369956.1
DQ509261.1.803
F1902575.1.696 Bacts

EU300058.1 Li
EF663369.1.
IF341472.1.798 Bacteria
EFO72761.1.
1Q370016.1
10147481 L bacte
0148741 L bacte
EFO75714.1,
GUO16284.1.
EFO75781.1.
ABG61285.1.881 bacterium
EF075765.1.
EU134600.1,1362 Bacteri
EF664742.1.
1Q370161.1
1X100187.1.965 Bacteria la

KF145441.1 bacterium
103700221
LN573904.1.1381 Bacteria
EF664298.1.
AB657947.1 bacterium
14082141 bact:
1Q370199.1
EF516402.1.1467 Bact a

DQ451527.1. bacterium
1Q370163.1.797
EF664623.1.
EF606234.1.
EU044462.1.1403 Bacte
EF605861.1.71
AB656249.1 bacterium

Termite group 1 bacterium

FJ405885.1. YIF1 30

EUB61834.1.1509 Bact: bacterium
EU134601.1.1387 Bact;

103702231
AB656950.1 bacterium
1Q370225.1
EF074472.1
EF664262.1.
1Q3702321
EU043623.1.637 u
JF907208.1.701 Bacteria
1Q370593.1.797

1918801
JQ369885.1.

AM936592.1.1374 Termite group 1 bacterium
EF650897.1.

IN178881.1. L bacte

'AM491085.1.729 Bacteria Elusimicrobia Elusimicrobia Lineage la uncultured Termite group 1 bacterium
AB487935.1.1
ABG56947.1 bacterium
103702081
DQ128511.1. I bact
103701201
FN811213.1.
HM990015.1. U
1Q370185.1
KM200428.1.1514
HM125225.1 [t

AB656948.1 bacterium
KCB54868.1.1470 Bacte

EF663990.1.
IX1144181 L

A8656250.1 bacterium
1Q3704721.797
AM491086.1.720 Bacteria Elusimicrobia Elusimicrobia Lineage la uncultured Termite group 1 bacterium
109733921
1Q370468.1.797
103699291
K1407596.1
DQ830579.1.
K1407486.1.101
KF974003.1
1Q370284.1
EF665955.1.
HQ834227.1.121 L bacterium
K1408040.1.1033
GQ918749.1.968 Bac la bacts

5p153 170907 scaffold 448234 165 1 GD2017 15 p1 53 Biohub 170907 Elusimicrobia 52 124/GD2017 15 p1 53 Biohul
HQ143865.1.835
1Q278784.1.1466 Bact

HMS93832.1 Lineage

EU050694.1.1370 Bacts

EF444731.1.1087 Bact

V8617281 Termite group 1 bacterium
FRE91802.1.771
HESS7269.1 Lineage
6Q328692.1.677 Bacteria
GQ328468.1.634 Bacteria
HQ405620.1. Lineage
KP258939.1.887

1651 Elusimicrobia bacterium CGO8 land 8 20 140 20 51 18 GCA 002774685

KF614139.1

EU037201.1.1454 Bacts

GU390828.1.1472 Bacterla

EU037193.1.1422 Bacts

Fla62110.1 Lineage

HM228601.1 Lineage

EF667550.1 Lineags

HM228792.1 [t

Q0414471 Lineage

EU266857.1.1486 Bacts uncultured

KC606451.1

F1823166.1.886 Bacteria

EU630306.1.781 Lineage
1 o

KC606592.1
KC606593.1

KC606596.1
GU127775.1.1450 Bacteria
HE604094.1
GCA001800395 36 165 1 Elusimicrobia bacterium RIFOXYA2 FULL 58 8 GCA 001800395
HE604051.1
FJ484122.1.733 Bacteria Elusimicrobia Elusimicrobia Lineage IV uncultured Termite group 1 bacterium
GCA003151975 25 165 1 Elusimicrobla bacterium GCA 003151975

HQ453315.1.
HM104805.1. Lineags

UB1754.1

0BE140C01 scaffold 1805 165 1[8JP 08E140C01 GW Elusimicrobium 64 11[BJP 08E140C01 21 2013
AB667851.1 bacterium

195182 scaffold 18652 165 1/08E140C01 25 2015 195182 Elusimicrobia 63 10[08E140C01 25 2015195182
FM204952.1.1433 Bacteria

RAAC 2050165 1RAAC 20[RAAC
EF668098.1. Lineage
KC606629.1

JF800687.1. Lineage
HM228798.1 Lineage
IN387595.1 Lineage

IN387589.1.1391 Lineag
g1 0.2 scaffold 1165 ¢ 165 1/CG1 02 FULL Elusimicrobia 56 21 curated|CG1 02 FULL binning
KC606620.1

6Q421021.1.843 Bacteria
HM228756.1.857 Lineag
KMS580334.1.811
AB658232.1 bacterium
1Q816272.1.1446 Bacteria
ABB06193.1.1453
KMd54257.1.1402 Lineag
+HQ260939.1 Lineag
F1353961.1.862 Bacteria
GCAQD2311025 2 165 1 Elusimicrobia bacterium UBATI74 GCA 002311025
1HQ453295.1.867

b 170907 Elusimicrobia 52 124

EU459259.1.1290 Bacte
F1880809.1

AB198564.1.1 itured Termite group 1 bacterium

FM876300.1.

FM876303.1.

FM876305.1.962

M491081.1.924 Bact
FM876294.1.

Termite group 1 bacterium

FM876295.1

FM876293.1
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Figure S1. Phylogenetic classification of 41 Elusimicrobia-related genomes based on their 16S rRNA gene
sequences. Reference sequences from the SILVA database anchor the tree. The maximum likelihood
phylogeny was inferred under the GTR model of evolution. For each Elusimicrobia genome, we indicated
the lineage where the 16S sequence is nested in based on Herlemann et al. 2007; Geissinger et al. 2009 and
Yarza et al. 2014. Scale bar indicates the average number of substitutions per site. The inner color bar
indicates the environment of origin. Operational Taxonomic Unit (OTU) names colored in blue correspond
to 16S from genome outgroups used in this study whereas OTUs colored in red correspond to the 16S from
the Elusimicrobia genomes used in this study. OTUs colored in black were downloaded from the SILVA

database.
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Figure S2. Placement of the 94 genomes related to the Elusimicrobia phylum. The maximum likelihood
tree was constructed based on a concatenated alignment of 16 ribosomal proteins under an LG+gamma
model of evolution. The inner color bar indicates the environment of origin. Black circles represent the four
genomes described in previous studies whereas red circles represent the 30 new genomes added in this
study. The remaining genomes come from the NCBI genome database. The two classifications based on
16S rRNA sequences and the GTDB are also indicated. Scale bars indicate the mean number of substitutions
per site. The lineages of genomes are indicated by colored ranges and roman numbers. The bootstraps are

indicated by red circles when > 85.
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Figure S4. Phylogenetic tree of the nifH genes of Elusimicrobia and the nitrogenases of other bacterial
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Figure S5. Conservation of the three crucial cysteine res
A vinelandii numb

and NifK (beta) in Elus



an, 01U PAIOPIXO. INSVAS + VS [eipes aseifypaw nods

H— > G - olH AUAH_AH:HVA_YTVI.HV AHIHV.HVV AH.AHIIH”‘.HVA& DD —
DKo KXo K D1 +—C— D0 DD DD G (<< o< ———

AL DL+ N+ I aseiypwods  INSVAS + NVS [FaIpes

HVQ ﬂvnvﬂY |ATIV.HV AUl.”..v.

A sTuswmAmN < VAuAHAH_AH.ﬂvlvl@. AM.AU

N ungns aseionpas apiyi&ydozopypoiod wapuadopur-dy  AdU) ¢ JsueniAyp

D> ﬂVﬁVYVﬁV S E— —]

N tunqus aseinpai apiiAydosoqypotosd tuapuadapur-wsiy

—— >4 - — < l
—> — e — S
— - empump e .HVAM‘ Do) mmp< O ——
aseinyusap owis<)  asepndag asexsuenowrqiey)
asepndag asepndag 7 Jsuen S00A|) VS [BIIpRI + Suipuig-; N_m
) — O G f— - = R
a