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Identification of CNV of deafness gene and development of simple test method by

long read sequencing
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Two prediction programs for co?¥ number variation (CNV) based on short-read
sequencing results were run on hearing loss samples collected in the laboratory, using either the
MLPA method or quantitative PCR assays with TagMan probes to confirm CNV changes. Five types of CNVs
were detected, leading to the determination of the cause of hearing loss in specimens with
previously unidentified hearing loss.
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