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Huang Wenbo'" , Fan Shushu'*®, Ma Zhanzhong® , Wang Cheng' , Li Wenli' , Zhang Si'

1. Reproductive Medicine Center . Yuebei People’s Hospital Af filiated to Shantou University Medical
College, Shaoguan 512026 , China; 2. Clinical Laboratory, Prenatal Diagnosis Center , Yuebei People's
Hospital Af filiated to Shantou University Medical College s Shaoguan 512026 , China

* Corresponding author ;. Huang Wenbo , E-mail : hbobo3456@163. com

[Abstract] Objective To investigate the relationships between sperm mitochondrial DNA mutations and
asthenospermia, hoping to provide a scientific basis for the clinical diagnosis and treatment of
asthenospermia. Methods  Sperm mitochondrial genome sequencing was performed on 46 cases of
asthenospermia patients and 40 healthy men using high-throughput gene sequencing technology.
Mitochondrial DNA variants were yielded by comparing sequencing results of the complete mitochondrial
genome with the Cambridge sequence (rCRS) GenBank number NC_012920. Results The experimental
group detected 5 cases of mutations, including 2 cases of TP gene (m. 15995G>A) mutation, ND4 gene
(m. 11981C>T), CYB gene (m. 15002G>A) and TF gene (m. 15995G>A). 586G>A) mutations in 1
case each. Among them, two mutation sites in ND4 gene (m. 11981C>T) and CYB gene (m. 15002G>
A) have not been reported in local and overseas. One case of mutation in TF gene (m. 586G>A) was

detected in the control group. There was no significant difference between the two groups (P>>0. 05).
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Conclusions Mutations in the mitochondrial ND4 gene (m. 11981C>T), CYB gene (m. 15002G>A),

TP gene (m. 15995G>A) and TF gene (m. 586 G>>A) are not associated with asthenospermia, However,

future research in this area is needed.
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