N

N

Tepidibacter hydrothermalis sp. nov., a novel anaerobic
bacterium isolated from a deep-sea hydrothermal vent
Jie Dai, Xue-Gong Li, Wei-Jia Zhang, Long-Fei Wu

» To cite this version:

Jie Dai, Xue-Gong Li, Wei-Jia Zhang, Long-Fei Wu. Tepidibacter hydrothermalis sp. nov., a novel
anaerobic bacterium isolated from a deep-sea hydrothermal vent. International Journal of Systematic
and Evolutionary Microbiology, 2023, 73 (11), 10.1099/ijsem.0.006151 . hal-04398432

HAL Id: hal-04398432
https://amu.hal.science/hal-04398432v1
Submitted on 30 Jan 2024

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.

Distributed under a Creative Commons Attribution 4.0 International License


https://amu.hal.science/hal-04398432v1
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://hal.archives-ouvertes.fr

© 00 N O

10
11
12
13
14

15

16

Supplementary Material Files

Tepidibacter hydrothermalis sp. nov., a novel
anaerobic bacterium isolated from a deep-sea
hydrothermal vent

Jie Dail, Xue-Gong Li>345", Wei-Jia Zhang®3*®, Long-Fei Wu®3"

TAix Marseille Univ, CNRS, LCB, IMM, IM2B, Marseille, France

2Laboratory of Deep-Sea Microbial Cell Biology, Institute of Deep-sea Science and Engineering,
Chinese Academy of Sciences, Sanya, China

3International Associated Laboratory of Evolution and Development of Magnetotactic Multicellular
Organisms, CNRS-Marseille/ CAS- Sanya

4CAS Key Laboratory for Experimental Study under Deep-sea Extreme Conditions, Institute of
Deep-sea Science and Engineering, Chinese Academy of Sciences, Sanya, China

’Institution of Deep-sea Life Sciences, IDSSE-BGI, Hainan Deep-sea Technology Laboratory,
Sanya, Hainan, China

Correspondence: Xue-Gong Li: xuegongli@idsse.ac.cn; Long-Fei Wu: wu@imm.cnrs.fr



17

18
19
20
21
22
23

Romboutsia hominis FRIFIT (KT372679)

Romboutsia timonensis Marseille-P326 (LT629862)
Asaccharospora irregularis DSM 26357 (X73447)
Clostridioides difficile DSM 12967 (CP011968)

Paraclostridium benzoelyticum JC272" (LBBT01000182)

Paeniclostridium ghonii NCIMB 106367 (X73451)
Paeniclostridium sordellii ATCC 97147 (AB075771)

Sporacetigenium mesophilum ZLI1157 (AY682207)

100 |: Clostridium thermoalcaliphilum DSM 73097 (FR749953)
Clostridium paradoxum DSM 73087 (269939)

99 Tepidibacter formicigenes DV11847 (AY245527)

Tepidibacter thalassicus SC 562" (AY158079)

[: Tepidibacter hydrothermalis SWIR-1" (OP320683)
100 Tepidibacter mesophilus B1T (GQ231514)

Clostridium botulinum ATCC 257637 (L37585)

Romboutsia hominis FRIFI" (KT372679)
Romboutsia timonensis Marseille-P326 (LT629862)

Asaccharospora irregularis DSM 26357 (X73447)

Clostridioides difficile DSM 1296 (CP011968)

Paraclostridium benzoelyticum JC2727 (LBBT01000182)

100 Y paraclostridium bifermentans subsp. muricolitidis PAGU 16787 (LC385716)

Sporacetigenium mesophilum ZLJ1157 (AY682207)

100 l Clostridium thermoalcaliphilum DSM 73097 (FR749953)

Clostridium paradoxum DSM 73087 (Z69939)

Tepidibacter formicigenes DV1184" (AY245527)

97 — Tepidibacter thalassicus SC 5627 (AY158079)

82 I: Tepidibacter hydrothermalis SWIR-1T (OP320683)
99

Tepidibacter mesophilus B1T (GQ231514)

Clostridium botulinum ATCC 257637 (L37585)

90
87
90
0.02
P
98
94
84
97
_E Paeniclostridium ghonii NCIMB 106367 (X73451)
72 Paeniclostridium sordellii ATCC 97147 (AB075771)
71
94
0.02
A

Paraclostridium bifermentans subsp. muricolitidis PAGU 16787 (LC385716)

B

Fig. S1. Phylogenetic tree based on 16S rRNA sequences of strain SWIR-1T and its relatives

according to the minimum evolution (A) and maximum likelihood (B) method. Bootstrap values

above 50 % based on 1,000 replicates are shown at nodes. GenBank accession numbers of 16S

rRNA sequences are given in parentheses. Bar, 2 nucleotide substitutions per 1,000 nucleotide

positions.
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Fig. S2. Tree inferred with FastME 2.1.6.1 [1] from GBDP distances calculated from genome
sequences. The branch lengths are scaled in terms of GBDP distance formula ds. The numbers above
branches are GBDP pseudo-bootstrap support values > 60 % from 100 replications, with an average
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branch support of 84.3 %. The tree was rooted at the midpoint [2].

Fig. S3. Polar lipids composition of strain SWIR-1T and other Tepidibacter species. (A) strain
SWIR-1T; (B) T. mesophilus B1T; (C) T formicigenes DV 1184"; (D) T. thalassicus SC 562T.
PL: Phospholipid, GL, glycolipid; L, unknown polar lipid; F-first dimension of TLC; S- second

dimension of TLC.
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Supplementary Table S1. Whole genome-based comparisons between strain SWIR-1T and
closely relatives.

Strains ANI (%) DDH (%) AAl (%)
Tepidibacter mesophilus B1T 87.2 35.7 78.9
Tepidibacter formicigenes DV1184T 76.7 22.1 63.2
Tepidibacter thalassicus SC 5627 77.3 21.5 62.3

Supplementary Table S2. Fatty acid composition of strain SWIR-1T and its closely related
strains. Strains: 1, Strain SWIR-1T; 2, T. mesophilus B1T; 3, T. formicigenes DV 1184T; 4, T.
thalassicus SC 5627. Values are percentages of total fatty acids. Fatty acids that represented <1 %

in all strains were omitted. TR, Traces (<1 %).

Composition (%) in:

Fatty acid*
1 2 3 4
Cioo TR TR 1.1 TR
C11;() e 1.2 TR TR TR
Ci2o 3.5 53 TR 1.0
C13;oiSO 3.7 TR 1.8 2.1
Cis105¢ 1.5 TR TR TR
Cia0 6.9 9.1 6.3 6.4
Ci3iso 30H 1.7 TR TR TR
Cisaiso F 15.4 TR 10.1 52
Cispiso 28.4 TR 57.5 59.5
Cis.0 anteiso 1.2 TR 2.2 1.4
Ciso 9.8 23.8 4.8 5.5
C17;o e TR TR 1.3 1.4
Cizocyclo TR 6.0 TR TR
Ci5:109c¢ 6.0 1.8 2.8 4.4
Ciso 6.7 1.1 2.6 3.0
Summed Feature 1 1.6 TR TR TR
Summed Feature 2 TR 7.8 TR TR
Summed Feature 3 2.2 28.9 1.0 1.3
Summed Feature 8 2.23 13.27 TR 1.45
Summed Feature 9 1.5 TR TR TR

*Summed Features are fatty acids that cannot be resolved reliably from another fatty acid using the
chromatographic conditions chosen. The MIDI system groups these fatty acids together as one
feature with a single percentage of the total. Summed Feature 1 contained iso-C;s.; iso H and/or
Ci3.0 3-OH; Summed Feature 2 contained Ciz, aldehyde; Summed Feature 3 contained Cis:1 ®7c
and/or Cis:1 w6¢; Summed Feature 8 contained Cig;; w7c¢ and/or Cis:; w6¢c; Summed Feature 9

contained C,7. iso ®9c.
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