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Exploration of gene impairments assosiated with non-coding DNA, which involves in
an Alu sequences causing male infertility
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Y non-coding RNA

Both BPY2 genes and Alu sequences located in distal of Y chromosome were not
correlated with each other using RepeetMasker database or gene expression study in patients® testicular
samples. According to technique of the bioinformatics, we demonstrated that ribosomal pathway was
involved in spermatogenesis in this study. Because the ribosomal sequences were thoght to be SINE origin,
we propose to suggest evaluation between non-coding RNA sequences in the distal region of Y chromosome
and each ribosomal sequences.
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DGA fold
change 2.5 510
127
383
P <0.001
) GOA
P<0.05
Tablel
Terms Biological Process P Value
GO:0006414 ional elongation 450E-41
G0:0006412 translation 5.11E-27
G0:0019953 sexual reproduction 7.91E-07
G0:0007283 spermatogenesis 2.62E-06
G0:0048232 male gamete generation 2.62E-06
G0:0007276 gamete generation 4.26E-05
G0:0042273 ribosomal large subunit biogenesis 5.16E-05
G0:0048609 reproductive process in a multicellular organism 154E-04

KEGG
Table2
Terms Description Count Adjusted P Value
hsa03010 Ribosome 39 2.52E-37
hsa03022 Basal transcription fgctors 4 0.08
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