Lab288P3_bin169, Phylotype 9, Labiotermes labralis (P3, P4 compartments), 648 ]
Nt197P3_bin11, Neocapritermes taracua, P3 compartment, 1487
" KC920724, Clone NaT70, Nasutitermes sp., hindgut, 806
Emb289P3_bin93, Embiratermes neotenicus, P3 compartment, 294
Co191P1_bin46, Phylotype 1, Cornitermes sp. (P1, P3, P4 compartments), 1488
~ JQ322456, Clone ArC_B11, Cornitermes cumulans, hindgut, 839
~——" Cu122P3_bin17, Cubitermes ugandensis, P3 compartment, 782
Th196P4_bin19, Phylotype 4, Termes hospes, (P4 compartment), 1488
Lab288P4_bin25, Phylotype 3, Labiotermes labralis (P3, P4 compartments), 348
{"””" AF293484, Clone P4b-Ar-12, Cubitermes orthognathus, P4 compartment, 806
Cu122P1_bin20, Phylotype 5, Cubitermes ugandensis (P1, P4 compartments), 496
————— KC920725, Clone NaT74, Nasutitermes sp., hindgut, 806
Nc150P4_bin1, Phylotype 6, Nasutitermes corniger (P4 compartment), 1487
Nt197P4_bin22, Phylotype 7, Neocapritermes taracua (P4 compartment), 313
EU662668, Clone P15, anaerobic sludge (manure pit), 1458
U81774, unidentified, anaerobic digestor (fluidized-bed reactor), 1423
CU917078, uncultured archaeon, anaerobic digester (mesophilic, municipal wastewat, 1330
AJ576215, uncultured archaeon, landfill leachate, 1421
AF424768, uncultured archaeon clone 72-1, municipal wastewater sludge, 1467 wastewater sludge
JN397858, uncultured archaeon, spring pit, 1421
KF564600, uncultured archaeon, anaerobic sludge, 1462
JNB97642, uncultured archaeon, river bank, 1421
97 EU280188, uncultured archaeon, salt marsh sediment, 1421
83 ; FJ655715, uncultured archaeon, salt marsh sediment, 1420
87 FJ655622, uncultured archaeon, salt marsh sediment, 1421
88 FJ655589, uncultured archaeon, salt marsh sediment, 1417

4&':‘1 FJ655739, uncultured archaeon, salt marsh sediment, 1415
13 AB294256, uncultured archaeon, groundwater aquifer, 1421
EU662680, uncultured archaeon, anaerobic sludge (manure pit), 1457
JF304137, uncultured archaeon, outfall sediment, 1457
KC682076, uncultured archaeon, hot spring sediment, 1418 freshwater sediment
JN397849, uncultured archaeon, river sediment (spring pit), 1420
FJ705130, uncultured archaeon, freshwater sediment, 1456

58 KF564592, uncultured archaeon, anaerobic sludge, 1463
3 CU916928, uncultured archaeon, anaerobic sludge (municipal wastewater treatment, , 1331 } anaerobic sludge
JF980412, uncultured (cow manure inoculated digestor), anaerobic digester, 1437
GU127873, uncultured archaeon, acidic fen soil, 1421
EU155993, uncultured archaeon, rich minerotrophic fen, 1465
EU155990, uncultured archaeon, rich minerotrophic fen, 1465 wetland soil and freshwater sediment
JN397860, uncultured archaeon, river sediment (spring pit), 1461
EU910615, uncultured crenarchaeote, freshwater sediment (groundwater-fed sinkhole), 1463
EU155991, uncultured archaeon, rich minerotrophic fen, 1465
55 GU127871, uncultured archaeon, acidic fen soil, 1424
AB364890, uncultured archaeon, boreal peat soil, 1425
GU127870, uncultured archaeon, acidic fen soil, 1423
GU127872, uncultured archaeon, acidic fen soil, 1419
AB364888, uncultured archaeon, peat soil, 1423 freshwater wetland soil
GU127874, uncultured archaeon, acidic fen soil, 1424
EU155994, uncultured archaeon, rich minerotrophic fen, 1466
AB364897, uncultured archaeon, peat soil, 1427
KU519585, uncultured Thermoproteales archaeon, wetland soil, 1465
EU662686, uncultured archaeon, anaerobic sludge (manure pit), 1457
44 EU155996, uncultured archaeon, rich minerotrophic fen, 1463
JN397652, Clone BSA0103-01, river bank, 1420
AF424775, uncultured archaeon, municipal wastewater sludge, 1469 f "
X reshwater sediment

JN397648, uncultured archaeon, river bank, 1422
HQ395713, uncultured archaeon, hot spring, 1423
KT715016, uncultured archaeon, freshwater sediment (alkaline crater lake), 1349
JF304135, uncultured archaeon, outfall sediment, 1464
EU559699, uncultured crenarchaeote MCG, estuarine sediment, 1466 freshwater sediment
JF304136, uncultured archaeon, outfall sediment, 1463
AB600452, uncultured archaeon, freshwater sediment (microbial mat), 1369
KC682084, uncultured archaeon, hot spring sediment, 1423
AJ937877, uncultured crenarchaeote, lake sediment , 1523
AB801160, uncultured archaeon, marine sediment, 1426 hot-spring sediment
HQ395712, uncultured archaeon, hot spring sediment, 1424
FJ821636, uncultured archaeon, hot spring sediment, 1460

51 AB801111, uncultured archaeon, marine sediment, 1425
29 JQ989626, uncultured archaeon, marine sediment (subseafloor sediment at the KP-9), 1443 . . . .
- . " X marine sediment (including Bathy-6-A)
10i EU420682, uncultured archaeon (most similar to Bathy-6-A), estuarine sediment (Kao-Mei wetland), 1478
— AB801112, uncultured archaeon, marine sediment, 1425
FJ655692, uncultured archaeon, salt marsh sediment, 1424
AJ576209, uncultured archaeon, landfill leachate, 1425 } estuarine sediment
JN605044, uncultured archaeon, estuarine sediment, 1424
AB364906, uncultured archaeon, peat soil, 1426
GU127875, uncultured archaeon, acidic fen soil, 1424
94 AB364893, uncultured archaeon, peat soil, 1425
AB364904, uncultured archaeon, peat soil, 1423
KU519583, uncultured Thermofilum sp., wetland soil, 1425
AB364900, uncultured archaeon, peat soil, 1425
AB364903, uncultured archaeon, peat soil, 1426 Subgroup 5
KC682074, uncultured archaeon, hot spring sediment, 1423
AMO76830, uncultured crenarchaeote, lake sediment, 1438
JQ245686, uncultured archaeon, mud volcano, 1324
DQ230933, uncultured archaeon, subsurface water, 1466
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Supplementary Figure S3. 16S rRNA gene tree of Bathy-6, indicating the placement of the sequences from termite guts
(in bold) among those obtained from other environments. Tree topology was inferred by ML analysis of an unambiguous
alignment of the 16S rRNA gene sequences longer than 1300 bp retrieved from the MAGs and also all low-quality bins
from the termite gut metagenomes that were classified as Bathyarchaeia (Hervé et al., 2020) in the framework of the
SILVA database. The tree was rooted using members of Bathy-5 as outgroup. The scale bars indicate 0.05 nucleotide

substitutions per site. Node support values (SH-aLRT) are displayed at each branch. A simplified version of the tree is
shown in Figure 2.



