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Comparison of 2 targeted capture-based methylation sequencing technologies

« Standard bisulfite-based method (Agilent®” (AG)) vs. novel enzymatic-based method (Twist Bioscience ®” (TB)) (Table 1)
« Evaluation of 165 candidate genomic imprinted regions in pigs using reciprocal crosses (Figure 1)
« Efficiency and homogeneity of panels comparable between AG and TB reaching excellent levels (Figure 2a-b)

» Specificity of panels more favorable in TB, with much less off-target capture than in AG (Figure 2¢)

» Better capture of GC-rich regions with TB technology, including CpG islands, independently of region size (Figure 2d)
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Figure 3: Detection, methylation and classification of CpGs 1 ) -
a. The methylation at CpGs was considered . .
hyper/hypo/hemi when methylation was <70%, >30% and ( -
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windows with at least 5 hemimethylated CpGs in 100 pb and 1 | i ) o
DMR5 represents window with 5 consecutive cee < .e
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pig genome.
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