Thermophilic Dehalococcoidia with unusual traits shed light on an unexpected past
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Figure S1. Chloroflexota Bac120 phylogeny. An approximate maximum-likelihood phylogeny constructed from the concatenated bacterial markers as extracted and aligned with GTDB-Tk v. 1.4.1, for all high-quality genomes representing species-groups belonging to the phylum Chloroflexota. All markers were evaluated to determine the best-fit evolutionary model with ProtTest v. 3.4 and concatenated and partitioned in FAsconCAT-G v. 1.04. Classes as identified in the Genome Taxonomy Database are represented by colored segments, and order-level groups with cultivated representatives within the phylum are indicated as wedges. Branches supported by > 0.95 support from 1,000 replications with Shimodaira-Hasegawa support are indicated as black dots at nodes.
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Figure S2. Earth Microbiome Project data for the Tepidiformaceae and Tepidiforma. Geographic distribution of Tepidiformaceae and Tepidiforma within the EMP Qiita database (1) across empo-level 2 biomes. Each point represents a microbial community containing the family (red) or genus (blue) based on 16S rRNA gene sequences.
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Figure S3. Growth of strain YIM 72310T on 2R2AW broth containing varying concentrations of β-lactam antibiotics. Effects on growth were assessed using unpaired t-tests and were either significant (p-value < 0.05) or highly significant (p-value < 0.005) compared to the 0 μg/mL controls.
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Figure S4. Exometabolomics results demonstrate metabolisms of heterocycles and lipids. Log2 fold changes in peak height for metabolites that differed significantly between treatments (p-value < 0.05 for ANOVA with Tukey’s HSD). Colors indicate the Human Metabolome Database (HMDB) metabolite Class for specific compounds. Compounds can be identified in Table S10 and S11 and are ordered vertically as shown on this graph.
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Figure S5. Single cell isotope 13C labeling (a) and respiration (b) of 13C lignin and 13C catechol. While the live cells were more strongly labeled than the killed cells, these data are not definitive for incorporation, as the nanoSIMS images (c, d) suggest the lignin and catechol bind to non-cellular organic material (red arrows).  
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Figure S6. Distribution of genes involved in aromatics degradation pathways across the class Dehalococcoidia. Order-level groups within the class Dehalococcoidia are indicated with alternating shades of grey and indicated with numbers corresponding to the numbers indicated in the key. Several pathways for the degradation of aromatic compounds are depicted in different colors. Distribution of the genes across the class is colored according to the color of degradation pathways.
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