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Supplemental Figure 1. 
(A) Prediction of sequence disorder using IUPRED2A. IUPRED scores over 0.5 predict 
disorder while values under 0.5 predict ordered residues. (B) Domain diagram of 
KIAA1671 highlighting its annotated tankyrase binding domain. (C) B16F1 melanoma cell 
expressing EGFP and mCherry-UtrCH. Zoom indicates region with UtrCH puncta. (D) 
EMBOSS Water local sequence alignment of human KIAA1671 (NP_001138678.1) and 
human TNKS1BP1 (Accession NP_203754.2) using a BLOSUM62 matrix. Identical 
residues are highlighted in magenta, similar residues are highlighted in black, and not 
similar amino acids are shown in light gray. (D) EMBOSS Water local sequence alignment 
of human KIAA1671 (NP_001138678.1) and human CARMIL1 (also known as F-actin-
uncapping protein LRRC16A; NP_060110.4) using a BLOSUM62 matrix. The CARMIL 
annotated CPI consensus motif is highlighted in the red box. Identical residues are 
highlighted in magenta, similar residues are highlighted in black, and not similar amino 
acids are shown in light gray. 
 
 


