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Supplementary Table I. Genes and proteins in Mtb H37Rv that are predicted to be

associated functionally with Rv1155 based on co-occurrence. The H37Rv Mtb genes

listed have orthologs that co-occur with Rv1155 orthologs in multiple genomes. A

confidence score (CS) based on co-occurrence was calculated using the STRING v9.1

server (http://string-db.org/). A CS of 0.7 or higher indicates a high confidence

association. The cell location data were sourced from the TuberculList database?®

(http:/tuberculist.epfl.ch/index.html). Signal peptides, transmembrane regions, and

amphipathic membrane anchors were predicted respectively with SignaIP3, TMHMM?,

and AmphipaSeeK®. Of the 1133 genomes that were examined with the STRING v9.1

server, 63 genomes contained at least one ortholog of Rv1155 and also contained at

least six of the proteins listed here.

Protein/ |CS Location |Description of protein

gene in cell

Rv2061c |0.753 [membrane |[PNPOx-like unknown protein; putative F420-binding
protein

Rv0495c |0.751 [not known |Conserved hypothetical protein of unknown function

Rv3916¢ |0.748 [membrane |Conserved hypothetical protein of unknown function

Rv3547 |0.746 |membrane |Ddn, deazaflavin-dependent nitroreductase

Rv1558 |0.744 |membrane |Ddn-like putative nitroreductase

Rv3718c |0.727 {membrane |Conserved hypothetical protein; contains a
polyketide cyclase/dehydrase and lipid transport
domain (Polyketide_cyc2 / PF10604) often involved
in binding of lipid molecules'*°

Rv2694c |0.724 [membrane |Conserved hypothetical protein of unknown function

Rv1727 |0.709 |whole cell |Conserved hypothetical protein of unknown function

lysate

Rv2074 |0.65 [membrane |[PNPOx-like unknown protein; putative F420-binding
protein

Rv0260c |0.71 |cell wall Possible transcription regulatory protein

The 63 genomes were from species in genera that are listed below. Shown in

parentheses are the number of genomes (species) in each genus that contain at least




six of the proteins listed in the table and an ortholog of Rv1155: Mycobacterium (21),
Micrococcineae (17), Frankineae (5), Nocardiaceae (4), Pseudonocardineae (3),
Streptosporanineae (3), Streptomyces (3), Propionibacterineae (2), Salinispora (2),

Catenulispora (1), Gordonia (1), and Kineococcus (1).
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Supplementary Figure 1. Structural comparison of Rv1155-F42, Rv1155-FMN, and
Rv11585-PLP. (A) Structural superimposition of Rv1155-F420 (green) and Rv1155-FMN
(blue). RMSD = 0.57; 130 paired atoms. (B) Structural superimposition of Rv1155-F 420
(green) and Rv1155-PLP (pink). RMSD = 0.58; 140 paired atoms. Images were

generated using Chimera.






Supplementary Figure 2. Structural superimposition of Ddn-F420 and Rv1155-F 42
monomers. The alignment of Rv1155-F420 (grey) and Ddn-Fax (light green) has an
overall RMSD of 2.1 A (C-alpha carbons for 87 residue pairs aligned; Rv1155: 140

residues, Ddn: 109 residues). The structures were aligned using Chimera®.



