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In this study 82 T. pallidum DNA-positive samples were obtained. Among them,
53 specimens could be typed, resulting 14 d/f (30/53, 56.6%) was shown to be the most frequent.
Using GenomiPhi genomic DNA amplification reagent and SureSelect custom capture library for T.
pallidum DNA enrichment system. SureSelect was construct by synthesizing RNA every 150 bp (75 bp
overlapping) from the genome sequence information of T. pallidum Nichols strain. The error
introduction by GenomiPhi was not found in this study. Thus, GenomiPhi amplification/SureSelect
enrichment DNA were submitted to MiSeq. The coverage of the syphilis genome sequence from the 11
trial samples ranged from O to 1090. There were 4 specimens with coverage of 100 or less, 0, 16, 86,
97. Others showed coverage 211 ~ 1090, indicating that enough genomic information using GenomiPhi
amplification and SureSelect enrichment.
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