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Supplementary Figures.  14 

Figure S1. Structural variations of the treble clef fold. The observed structural variations to the 15 

core TC fold are shown using the ribbon diagrams for the respective domains. Colouring scheme: as 16 

in Fig. 1, mercury: gray. Large insertions in the core and disordered regions in the structures are 17 

represented by dotted lines. 18 

 19 

Figure S2: Insertions and extensions to the core of the treble clef zinc finger fold. Colouring 20 

scheme and representation: as in Fig. 1. The additional α-helix and β-strands of the FYVE are 21 

coloured in a lighter tint. 310-helices are represented as rectangles with serrated edges. Additional 22 

loops regions between the knuckles are shown as loop-like protrusions. The SSEs in brackets (‘[ ]’) 23 

are not conserved in all the structurally characterised members. 24 

 25 

 Figure S3: Topology diagrams of treble clef domains. SSEs of the TC are coloured and 26 

represented as in Fig. 1. β-strands that are placed closely are involved in hydrogen bonding and form 27 

β-hairpins/β-sheets. In some proteins such as RPB10, hypothetical protein ORF126, prolyl-RS, etc., 28 

few SSEs are boxed in different colours because their topological connections are such that they could 29 

be independently structurally-related to other protein folds (as mentioned in the figure), but, none-the-30 

less the overall zinc-binding site resembles a TC motif. In MerB (PDBid 3F0P_A1) and ZF of E6 31 

oncoprotein TC2 (PDBid 4GIZ_C), the knuckle-β-hairpin forms a β-sheet by hydrogen bonding with 32 

the primary β-hairpin and for these, the α-helix is shown behind the plane of the β-sheet. 33 
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