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Figure. S1. In silico analysis of E. coli SSB protein sequence.

50 100 150

aa residue number

(A) The graph illustrates the prediction of the degree of the disorder in SSB protein (POAGEO) calculated from its
amino acid sequence using PONDR (available at http://www.pondr.com) [1]. A score above 0.5 (red line) indicates
a high probability of disorder. The gray areas represent probable disordered segments. (B) The graph illustrates
FuzDrop analysis (available at https://fuzdrop.bio.unipd.it/predictor) [2,3]. The values above 0.6 (red line) indicate
high probability that the protein fragments can drive LLPS. The gray areas represent droplet-promoting regions
(DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S2. In silico analysis of C. crescentus RNase E sequence.
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(A) The graph illustrates the prediction of the degree of the disorder in RNase E (AOAOH3CAR®) calculated from
its amino acid sequence using PONDR [1]. A score above 0.5 (red line) indicates a high probability of disorder. The
gray areas represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values
above 0.6 (red line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent
droplet-promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S3. In silico analysis of M. tuberculosis Rv1747'%1° sequence.

(A) The graph illustrates the prediction of the degree of the disorder in Rv1747 (065934) calculated from its amino
acid sequence using PONDR [1]. A score above 0.5 (red line) indicates a high probability of disorder. The gray areas
represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values above 0.6 (red
line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent droplet-
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promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S4. In silico analysis of H. neapolitanus CsoS2 sequence.

(A) The graph illustrates the prediction of the degree of the disorder in CsoS2 (085041) calculated from its amino
acid sequence using PONDR [1]. A score above 0.5 (red line) indicates a high probability of disorder. The gray areas
represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values above 0.6 (red
line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent droplet-
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promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S5. In silico analysis of S. elongatus CcmM35 sequence.
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(A) The graph illustrates the prediction of the degree of the disorder in CemM35 (Q03513-2) calculated from its
amino acid sequence using PONDR [1]. A score above 0.5 (red line) indicates a high probability of disorder. The
gray areas represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values
above 0.6 (red line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent
droplet-promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S6. In silico analysis of C. crescentus PopZ sequence.
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(A) The graph illustrates the prediction of the degree of the disorder in PopZ (Q9A8N4) calculated from its amino
acid sequence using PONDR [1]. A score above 0.5 (red line) indicates a high probability of disorder. The gray areas
represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values above 0.6 (red
line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent droplet-
promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S7. In silico analyses of E. coli FtsZ and SImA sequences.
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(A)(B) In silico analyses of FtsZ (POA9A6). (C)(D) In silico analyses of SImA (P0C093). (A)(C) The graphs illustrate
the predictions of the degree of the disorder calculated from the amino acid sequences using PONDR [1]. A score
above 0.5 (red line) indicates a high probability of disorder. The gray areas represent probable disordered segments.
(B)(D) The graphs illustrate FuzDrop analyses [2,3]. The values above 0.6 (red line) indicate high probability that
the protein fragments can drive LLPS. The gray areas represent droplet-promoting regions (DPRs) and the blue

bars represent presence of probable aggregation hot-spots.
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Figure. S8. In silico analysis of S. elongatus McdB sequence.
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(A) The graph illustrates the prediction of the degree of the disorder in McdB (Q8GJM6) calculated from its amino
acid sequence using [1]. A score above 0.5 (red line) indicates a high probability of disorder. The gray areas
represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values above 0.6 (red
line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent droplet-
promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S9. In silico analysis of E. coli NusA sequence.
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(A) The graph illustrates the prediction of the degree of the disorder in NusA (POAFF6) calculated from its amino
acid sequence using [1]. A score above 0.5 (red line) indicates a high probability of disorder. The gray areas
represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values above 0.6 (red
line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent droplet-
promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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Figure. S10. In silico analysis of C. botulinum Rho sequence.

(A) The graph illustrates the prediction of the degree of the disorder in Rho (AOA6B4BFS7) calculated from its
amino acid sequence using [1]. A score above 0.5 (red line) indicates a high probability of disorder. The gray areas
represent probable disordered segments. (B) The graph illustrates FuzDrop analysis [2,3]. The values above 0.6 (red
line) indicate high probability that the protein fragments can drive LLPS. The gray areas represent droplet-
promoting regions (DPRs) and the blue bars represent presence of probable aggregation hot-spots.
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