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Figure S1 Sequence comparison between KREPB6 and KREPB7 (A), KREPB6 and
KREPBS8 (B), and KREPB7 and KREPBS8 (C). The sequences deleting mitochondrial
targeting signal were aligned using the ClustalW algorithm (http://www.ebi.ac.uk).
The amino acid alignments indicate conserved (|), semiconserved (:), partially
conserved (.).




