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[J Treponema socranskii strain DS6BRIIG 165 ribasomal RNA gene, partial sequence 468 468 100% 7Ve-132 100% NR 028690.1
[0 Treponema socranskii subsp. paredis strain ATCC 35535 165 ribosomal RNA gene, partial sequence 462 462 100% 3e-130 99% NR 024869.1
[ Treponema socranskii subsp. buccale strain ATCC 35534 168 ribosomal RNA gene, partial sequence 462 462 100% 3e-130 99% NR 024868.1
O Treponema parvum ATCC 700770 strain OMZ 833 16S ribosomal RNA gene, partial sequence 279 279 100% 3e-T5 87% NE 025131.1
[J Treponema porcinum strain 1428 16S ribosomal RNA gene, partial sequence 274 274 100% 2e-7T3 86% NR 0429421
[0 Treponema amylovorum strain HA2P 16S ribosomal RNA gene, partial sequence 268 268 100% 7e-T2 86% NR 026377.1
[ Treponema bryantii strain RUS-1 168 ribosemal RNA gene, partial sequence 252 252 100% 7Ye-67 85% NR 104781.1
[ Treponema maltophilum strain BR 16S ribosomal RMA gene, partial sequence 252 252 100% 7Ye-67 85% NR 029206.1
[ Treponema brennaborense strain DD5/3 16S ribosomal RNA, partial sequence 246 246 100% 3e-65 84% NR 0747421
[ Treponema brennaborense strain DD5/3 16S ribosomal RNA gene, partial sequence 243 243 100% 5e-64 84% NR 0293481
[ Treponema bryantii strain RUS-1 165 ribosomal RNA, partial sequence 243 243 100% G5e-64 84% NR 118718.1

Supplementary Figure S1. BLAST search of T. socranskii sequence.
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[J Treponema lecithinolyticurn strain OMZ 684 165 ribosomal RNA gene, partial sequence 468 468 100% TVe-132 100% NR 0262471
[J Treponema maltophilum strain BR 168 ribosomal RNA gene, partial sequence 418 418 100% TVe-117 96% NR 029296.1
[0 Treponema parvum ATCC 700770 strain OMZ 833 165 ribosornal RNA gene, partial sequence 281 281 100% 2e-78 87% NR 02513141
[J Treponema brennaborense strain DDS5/3 168 ribosomal RNA gene, partial sequence 287 287 100% 2e-77 87% NR 0293481
O Treponema brennaborense strain DD5/3 165 ribosomal RNA, partial sequence 285 285 100% Te-77 87% NR 0747421
[0 Treponema porcinum strain 14V28 16S ribosomal RNA gene, partial sequence 279 279 100% 3e-75 87% NR 0429421
[0 Treponema zuelzerae strain DSM 1903 16S ribosomal RNA gene, partial sequence 268 268 100% Te-72 B86% NR 1047971
[J Treponema bryantii strain RUS-1 165 ribosomal RNA gene, partial sequence 257 257 100% 2e-68 85% NR 1047811
[ Spirochaeta isovalerica strain DSM 2461 16S ribosomal RNA gene, partial sequence 252 252 100% Te-87 85% NR 1171371
[ Spirochaeta isovalerica strain MA-2 16S ribosomal RNA gene, partial sequence 252 252 100% T7e-67 85% NR 1047981
[J Treponema medium strain G7201 16S ribosomal RMA gene, partial sequence 252 252 100% T7e-67 85% NR 03713741
[ Spirochasta hrophila strain MO-SPC1 16S ribosomal RNA, partial sequence 246 246 100% 3e65 84% NR 1341851
[ Treponema amylovorum strain HA2P 16S ribosomal RNA gene, partial sequence 241 241 100% 2e-63 84% NR 026377.1
O Spirochaeta alkalica strain Z-7491 16S ribosomal RNA gene, partial sequence 241 241 100% 2e-63 84% NR 026301.1

Supplementary Figure S2. BLAST search of T. lecithinolyticum sequence.
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ACGCTE GGTGCGAA;
ACGCT ~ccrcccAAthcrGcccAcciAACAGGATrAcATAcccr
ACGCTEAGGTGCGAAA:

GHG;GGGGAGCAAACAG

RGGGGAGCEAACAG!

Supplementary Figure S3. CLUSTAL sequences alignement.
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