orjachinsk hot spring clone 1 (KC884908
36530 )
Gorjachinsk hot spring clone 5 (KC884: 9%}

Nll'l']OS ira calida nxrB'clone 3 L

Nitrospira calida nxrB'clone 4 (AHA36539
Nltrosplrad':_f_il’dasgxrB clone 1 (AHA36540.1

Nitrospira marina nxrB clone
Nitrospira marina nxrB clone N4
Nitrospira marina nxrB clone 12
Nitrospira marina nxrB clone
spira marina nxrB clone 9
marina nxrB clone 17 (AHA36!
rospira strain Ecomares 2.1 nxrB clone 4 AHA36532 1)
Nitrospira strain Ecomares 2.1 nxrB clone 6 % HA36531.1)
— Nitrospirae bacterium CG 4 9 14 3 um fllter 571 5 (PFVV01000094.1)
— Uncultured Nitrospira sp. clone NprPS975 (AXR84039.1
~- Uncultured Nitrospira sp. sponge clone 19 (AHA3657‘I 1)
|- Uncultured Nitrospira sp. sponge clone 25 (AHA36572. 1;
- Uncultured Nltrosplra S| RAonge clone 26 AHA36573
Nitro. PMP 10000
- Uncultured lrosplra Sp clone N&rPBQOS (AX 84078.1)
Nltrosplrae bacterium (QIDYO 1)
'Plrae bacterium (QIDY01000220.1)
Nitrospirae bacterlum (R GF01000108.1)

Nitrospira lineage VI

Uzon hot spring cluster

Nitrospira lineage IV




Figure S4. Maximum likelihood phylogenetic tree of nxrB sequences (NOB) constructed using
RAXML v. 8.2.12 with 100 rapid bootstraps and GTRGAMMA model of nucleotide evolution.
Query sequences were inserted into the reference tree using the EPA algorithm implemented
in RAXML after manual inspection of the alignment. Inserted short reads are depicted in
dashed lines and sequenced OTUs are shown in bold. The tree was rooted on the anammox
bacterium Kuenenia stuttgartiensis. Black and grey circles depict support values above 95

and between 80-95 respectively. Sequence accession numbers are shown in parenthesis



