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Supplementary Figure S5. Logo plot of vertebrate WASH based on alignment provided in Supplementary Figure S4. 

Conserved domains are named above the alignment, using the same colors as used in Figure 3A; the domains 
extend beyond the labels. Heights of letters indicate degree of conservation in maximum entropy expressed in 
bits. Similar amino acids are given the same color; KRH, green; DE, blue; and AVLIPWFM, red. 
Gaps in the logo plots are regions with residues in only the minority of sequences. 

 

Positions of predicted sumoylation sites and nuclear localization and export signals (SUMO, NLS, NES) are indicated.


