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Figure 1.

Multiple alignment of representative SPRY-domain sequences (apparent orthologues have been removed from the alignment).
f-strands B3-B4-P5 are expected to be aligned with less accuracy than the remainder of the B-strands. Secondary structure prediction, using
the PHD server!® [H/h denotes an e-helix and E/e a B-strand with an expected accuracy higher than 82% (upper case)/72% (lower case)] is
shown beneath the alignment, as is the consensus sequence (threshold = 80%; a = aromatic, ¢ = charged, h = hydrophobic, p = polar, s = small,
u = tiny). Dots represent insertions/deletions. Residue limits and SWISS-PROT, EMBL and PIR accession codes are shown following the align-
ment. RYNR_RABIT represents rabbit RyR subtype 1. Numbers in parentheses represent residues excised from the alignment. Species:
CAEEL, Caenorhabditis elegans; DICDI, Dictyostelium discoideum; DROME, Drosophila melanogaster; RABIT, Oryctolagus cuniculus; YEAST and
Sc, Saccharomyces cerevisiae. Repeats in splA were also detected using REPROY (three pairwise alignments scored > 300). A motif search
using MoST?8 and an alignment block (overiined) of the three splA repeats, identified similar sequences in five RyRs, a D. melanogaster
DEAD-box protein, C. elegans F20a1.9, and yeast YGL227w and YM8520.20¢ (E < 0.01) in an initial iteration (parameters E =0.02, i = 80%)
subsequent iterations yielded all sequences shown in Fig. 1, with the exception of RyR SPRY3, hnRNP U, p532 and £26e6.5. A human SPRY
domain appears to be partially encoded by expressed sequence tags H26869 and R73437. The SPRY domain carboxy-terminal limit is
defined by the SPRY domain in C26e6.5 (residues 197-330 of a total of 332); the amino-terminal limit is more poorly defined and is likely to

extend further than shown here.
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