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A. L. Darling et al. PhaSepDB

Figure S1 Comparison between PhaSepDB and PMLO-related proteins (A. L. Darling et
al.). related to Figure 2B

A. L. Darling et al. collect human proteinaceous membrane-less organelles (PMLOs)
related proteins from online QuickGO tools complemented with literature search (7). The
comparison included proteins localized in nucleolus, nuclear speckles, stress granules,
paraspeckles, PML bodies, Cajal body, P granule, P-body, nuclear pore complex and
histone locus body, as in Figure 2B.



Table S1 The detail program parameters and annotation resources used in Figure 1B.
The analysis was conducted on Linux operating system with corresponding packages. Note
that online server of ESpritz, PLAAC and CIDER should produce identical results.

Type ‘ Program/database ‘ Note
Post- Acetylation, methylation, SUMOylation and
translational . phosphorylation sites of each proteins were retrieved
modifications PhosphoSitePlus (1) directly form the PhosphoSitePlus online website
(PTMs) (https://www.phosphosite.org/staticDownloads).
The secondary structure annotations were extracted
form the UniProt database using the text format . In
Secondary detall, in the FT (Feature Table) lines,
structure and UniProt (2) HELIX/STRAND/TURN(secondary structure) ,
domain DOMAIN(protein domain), ZN_FING(zinc finger),
annotation DNA_BIND(DNA binding), COILED(coiled coil) and
COMPBIAS(compositionally biased region) were
extracted.
IDR ESpritz (3) N R The X-ray prediction type and 5% False Positive Rate
. (http://protein.bio.unipd.it/
prediction aspritz]) (FPR) were used.
Prion like PLAAC The relative weighting of background probabilities (a)
amino acid (@) (hitp:iplasc.wimit.edu was set as 0.5 and the background frequency was Homo
composition ) p/praac. Wi.mit Sapiens(https://github.com/whitehead/plaac/blob/master/
prediction web/bg_fregs/bg_freqs HUMAN.txt).
o Pi-Pi (5) : .
Proveonect | cupsissoniio st | o See pamir e usd et st
quency 1 | ife.31486.022) 9 9 :
localCIDER provides an implicit distributed computing
CIDER (6) model to all of CIDER'’s calculations. The hydropathy
Hydropathy (http://pappulab.wustl.ed | was calculated for each protein sequence using the
u/CIDER/analysis/) function get_linear_hydropathy(blobLen=9) from
localCIDER python package.
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