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Figure S5 Alignment of microarray feature APPLEOFR00068101 to Chromosome 17 of the apple genome
displayed in Genome Browser at the Genome Database for Rosaceae (www.rosaceae.org) and the BLAST
alignments to the four contigs (MDC015568.269, MDC000748.724, MDC015568.236, MDC013761.427) that

matched the best with it.
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Score = 123 bits (62), Expect = 2e-26
Identities = 103/116 (88%), Gaps = 8/116 (6%)
Strand = Plus / Plus
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Strand = Plus / Plus
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