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Figure S4. Structure-based multiple sequence alignment of repeat sequences.
Structure-based multiple sequence alignment of hemopexin domains from MMPs,
mammalian serum hemopexin and 1.S-24. The sequences have been designated by the
PDB codes and by Roman numerals based on the location of blade with respect to the N-
terminal of the fold. The sequence alignment presents the discernible insertions in the
sequences of hemopexin folds. The linker regions in the case of 1.S-24 are longer and
comprises of three short a-helices of one turn, in comparison to shorter linker with a
single a-helix in other hemopexin domains of the mammalian origin. Sequences
highlighted with yellow and turquoise, demarcate [3-sheet and a-helix respectively.



