
 

Figure S1. Partial sequence alignments of TMBIM family members selected from different 

organism species relative to BsYetJ residues Arg60, Asp171, and Asp195. Related to Figure 

2. TMBIM-conserved residues are indicated by stars. Residues equivalent to RRRK in BsYetJ 

were indicated by a red box.  TMBIM family members of different organism species were 

extracted from UNIPROT database (www.uniprot.org). Their sequences were aligned by using 

MAFFT (mafft.cbrc.jp) with the option of L-INS-i recommended for <200 sequences with one 

conserved domain and long gaps. Partial alignments were shown for BsYetJ Arg60 (A), Asp171 

(B), and Asp195 (C). The sequence coloring scheme follows the Clustal X standard in JalView 

(www.jalview.org) at a conservation level of 15%. Organism species and their entry names are: 

Bacillus subtilis: YETJ_BACSU; Escherichia coli: YBHL_ECOLI; Candidatus Woesearchaeota 

archaeon: A0A2G9LPJ1_9ARCH; Chloracidobacterium thermophilum: A8DJZ0_9BACT; 

Cowpox virus: A0A1S5WLC9_COWPX; Saccharomyces cerevisiae: BXI1_YEAST; 

Caenorhabditis elegans:  P91373_CAEEL; Arabidopsis thaliana: BI1_ARATH; Homo sapiens: 

LFG3_HUMAN/TMBIM1, LFG2_HUMAN/TMBIM2, LFG1_HUMAN/TMBIM3, 

LFG4_HUMAN/TMBIM4, GHITM_HUMAN/TMBIM5, BI1_HUMAN/TMBIM6; Mus 

musculus: BI1_MOUSE. 
 


