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Fig. S 1: Hypothetical disordeded region of a protein containing a positive like charge region (LCR), with a length of 8
and charge count of 4, followed by a negative LCR, with a length of 7 and charge count of 3.
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Fig. S 2: Comparison of abundance of the most order-promoting and the most disorder-promoting amino acids
in FG Nups vs. UniProt (disorder prediction). FG Nups have a lower abundance of all of the order-promoting amino
acids except for F. The sum of the abundance of order-promoting amino acids are nearly equal. On the other hand, the
abundance of all of the charged residues is lower in FG Nups compared to UniProt (disorder prediction)
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: Boxplots of length of positive LCRs in FG Nups, negative LCRs in FG Nups, positive LCRs in DisProt
and negative LCRs in DisProt A) Considering LCRs of any length (above 2 amino acids), the average length of
LCRs in FG Nups is 3 times higher than the other three categories. Panels (B) and (C)) Removing shorter
LCRs (below 20 in panel B and below 40 in panel C) increases the average length of all the categories, but average
length of positive LCRs in FG Nups remains significantly higher than the other three categories, and emphasizes the

e in the length distribution of positive LCRs in FG Nups.



