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Figure S2 Genomic organization of linKLMN. Alignments detailing conservation and rearrangements in the genomic regions of
the linKLMN genes. Alignments of the regions surrounding linKLMN (brown arrows) were performed with MEGABLAST and
ordered to give maximal pairwise alignment lengths. Conserved regions are indicated by red shading where the matches are in
the same orientation and by blue shading where the matches are in reverse orientation. Lighter shades indicate lower levels of
identity.
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