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Figure S1: Multiple sequence alignment of the CdvB genes
from N. maritimus and S. acidocaldarius.

Highly conserved and partially conserved residues are
highlighted as asterisks and dots, respectively. CdvA binding site
and MIM2 motif in Saci_1373 [7] are highlighted in red and
purple, respectively. Putative MIM2 motif in Nmar_0816 is
highlighted in blue (Figure S5). Cysteine residue in Nmar_0816
iIs highlighted in green. The multiple sequence alignment was
performed using ClustalW2 program.
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Figure S2: Nmar_0816 forms diverse
polymeric structures in yeast

Images of yeast cells expressing Nmar_0816-
GFP. Scale bar: 5 um.
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Figure S3: Failure to dissolve Nmar_0816 polymers during
yeast cell division causes cell death.

(A) Time-lapse images of yeast cells expressing Nmar_0816-GFP
polymers during cell division. Red arrows indicate mid-cell
regions. Extensive cytosolic vacuolization of cells at the end of the
cell division indicates cell death. Video S2. Scale bar: 5 um. (B)
Images of yeast cells expressing Nmar_0816-GFP and stained with
10 ug/mL propidium iodide to reveal cell death. Blue arrows point
to extensively vacuolated cells. BF: bright field; GFP:
Nmar_0816-GFP; PI: propidium iodide staining. Scale bar: 10 um.



Figure S4

Figure S4: Nmar_0816 localizes to the rim of
endosomes in NRK cells.
Image of NRK cells expressing GFP-Nmar_0816.
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Figure S5: Multiple sequence alignment of the CdvB genes
from N. maritimus and ESCRT-111 genes from human and
fission yeast.

Partially conserved residues are highlighted as dots. hSnf7-1,
hVps24, and hVVps20 shown here also known as CHMP4a,
CHMP3, and CHMPG, respectively. The myristoylation site in
Vps20 [8] is highlighted in red. The MIM2 motif in CHMP6
[6] is highlighted in green. The putative MIM2 of Nmar_0816
Is highlighted in blue. The multiple sequence alignment was
performed using ClustalW2 program.



Figure S6

EcFtsZD209A

Figure S6: Expression of £. coli FtsZ mutant (D209A) in
yeast.

Image of yeast cells expressing £. coli FtsZ-GFP carrying a
mutation at T7 loop (EcFtsZD209A).





