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[bookmark: _GoBack]Figure S5 – this is an alignment of contigs from clusters with 45S rDNA from A. cepa. 18S, 5.8S, 25S rDNA and short intergenic spacers are annotated in red. The spacer between 25S and 18S are not annotated. Matching regions are in grey and mismatches in black. The sequence form CL87Contig1 covers this long spacer region and is in congruency with the previously cloned sequence (Genbank: EU256494).
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