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Additional file 4. Human arrestin family compared to select fish arrestins. We include al the high confidence zebrafish arrestins
that we could identify, but there may be more [see Additional file 2]. Positions that may be conserved in both classes of vertebrate
arrestins are shaded yellow, those specific to alphas are blue, beta are red, potentially notable are light gray, and PY motifs are
black. A candidate class | SH3-binding motif (RXXPXXP) conserved in aloop near the center of the C domain of ARRDC2/3/4 is
shown by dark gray shading of white letters. The arrestin domains are given at the bottom, n for N domain, ¢ for C and t for Tail;
italics show sequence not considered as part of the N and C domains according to Pfam. Shading on that line maps secondary
structure elements on ARR3 (cone arrestin) — beta strands in gray and the one alpha helix in black (adapted from Sutton et al.
2005). Below the ARRS structural elements, the predicted secondary structure of TXNIP is shown [see Additiona file 2].
Underlining highlights regions involved in receptor specificity. Asterisks (*) show residues involved in the “three-element
interaction”; number symbols (#) mark residues that make up the “polar core”.





