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Figure S5 Clustal W alignment of CG9002 and CG30461 from the Drosophila subgroup (D.melanogaster, D. erecta, D. yakuba,
D. annanasae), indicating sequence homology. Significant similarity reveals itself when CG30461 is aligned solely with CG9002
sequences from the most recently evolved members of the Drosophila genus. The HEXXH zinc ion binding site is indicated with

asterisks (*).
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