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ABSTRACT Objective: To explore the association between a mutation of male sterility gene Katnall5 and the male infertility and
its significance. Methods: Katnall gene of 77 primary infertile patients and 84 normal fertile male was detected by PCR techniques
combined with agarose gel electrophoresis and gene sequence analysis. Results: A236G, an important disease-causing gene mutation site
of Katnall gene which was essential for sperm development, was found to be the candidate screening gene for male azoospermia.
Conclusion: The study demonstrates that A236G in the coding region of KATNALI gene may be one of the causative factors of

oligospermia and azoospermia, resulting in male infertility. Clinically, it is necessary to perform a screening examination for A236G gene

within the male primary infertile patients.
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Table 1 Sequences primer

E[FZFR Name of gene F %51](5'-3')Sequence( 5'-3")
KAex1-F ATG AAT TTG GCT GAG ATT TG
KAex1-R CTGTTGCCATTTGCCTTTG
KAex2-F GTT CGG CAG GAATTATTG
KAex2-R CTG TGT TCT GCA GGA ACA G
KAex3-F AGC TCC ACC TCA GAT CAG
KAex3-R CTT GTC ATC TCT CCC TCT
KAex4-F GGA AGG AAG AAT ATGCAA G
KAex4-R CAA TGA ATG CTAGGA TTC C
KAex5-F GGA TGA CAT AGC AGA TCT G
KAex5-R CTT CCA TGG CCT TCT AAT C
KAex6-F GGT GTA CTG ATG GTT GGA
KAex6-R CAT CTC AAA CAA CAG ACG A
KAex7-F GCT AGA TTT TAT GCCCCT A
KAex7-R CAT CCA TCT GAA TGA GCA
KAex8-F GAG TTG GAG GAG CTT TAG
KAex8-R CTG TTG GGA GAG GTATAT A
KAex9-F CAA AAG GAA GAG CTG AGC
KAex9-R CTG CAA ACATTAGTG ATGT
KAex10-F GGA TGC CTC TTT AAT GGC
KAex10-R TCA AGC AGA TCC AAATTC AAC
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Tbale 2 Detection results of GALNTLS gene sequencing in primary
infertility group and normal fertile group
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KATNALI 4785 X
The KATNALLI coding
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. . . Cases of mutation in
primary infertility

region normal fertile group
group
KAex1 0 0
KAex2 21 0
KAex3 0 0
KAex4 1 0
KAex5 0 0
KAex6 0 0
KAex7 0 0
KAex8 0 0
KAex9 1 0
KAex10 0 0
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