VLAV 2E4R ( Jiangsu J.of Agr.Sei.) ,2023,39(3) :762-769

762 http: //jsnyxb.jaasac.cn

SRR OERE AR, 55, R WGCNA $2HEF P A S AU SR HR s S TG A2 DR [ 1] TRl 24, 2023,39(3) :762-769.
doi : 10.3969/].issn. 1000-4440.2023.03.017

A WGCNA 2 18 #h /1~ 38 2 F, #0 f 2 o 32 Mo #5 F
EmAZOER

RAEIR, RIEE, HEME, ffeR, 30§, BRE, Fnk, IHE, T 0
(Fem YR B 2B, b st 102206)

TEE. FATSERE IG5 3R & M AT R8RS B2, W A 3 P LK W 4 (WGCNA ) 4391 42
Fh ARG SR B 22 P PR PR 70 1 B 2R DR SR R B H RIS O JE R, A 55 R A UK 116 AR DG B TR 45 4, 3
T AT AT X AN [RUAE 3% I R A TG 5200 | B S22 UG S AL IR B 19 34T, B WGCNA 7 T A B SE R L 3k N 45
TR 5 R TR B AR G I 2 B | I SC AR B 3 N 64T GO DB BE L KEGG 8 B & S0 #71. H Cytoscape
TR 18 A OG0 B RO A T AL Rk M 2, 25 R 3R 14 2274 R 253 11 M DIk @
ZH(R) =0.6.,P<0.05 ji’*]t?&%fmiﬁ@('furquome)fﬁﬁ%\,\@,(YeHOW)*Eﬂ%ﬁl@(l%ed)fﬁﬁ% 5 A 2 AH
K, Xt 3 A AT A IR AT DI BE AT, & B B N B 3 AR TE R RIS B R E A AN P450
S S A MAPK {553 BRI A0 8 - 2 % -, Be 8y IFT FREE N 5 HMOX2 . CYP4B1 ANG ITGB2 %
PR 5 S A 73 A S B AZ O BE R TR S B i T3 1 I e S A

KR, M, KW IBCGEHEILR IR (WGCNA) 3 03K

FESES: S831.2 MERFRIZEE. A MXEHS: 1000-4440(2023)03-0762-08

Mining of hub genes affecting sperm motility in testes and epididymides of
breeder cocks by WGCNA method

YUAN Jia-ni, ZHAO Yan-hui, SHI Yu-mei, NI He-min, GUO Yong, SHENG Xi-hui, QI Xiao-long,
WANG Xiang-guo, XING Kai
(Animal Science and Technology College, Beijing University of Agriculture, Beijing 102206, China)

Abstract:  The sperm motility of breeding roosters is crucial for the sustainable development of the poultry farming. The
coexpression modules and core genes regulating sperm motility in testis and epididymis were explored by weighted gene co-expres-
sion network analysis (WGCNA ), and the regulatory network related to sperm motility in breeder cocks was constructed. The
transcriptome sequencing data of testicular and epididymis tissues of breeder cocks with high and low sperm motility were ana-
lyzed. The gene co-expression network was constructed by WGCNA method, and gene modules significantly associated with phe-
notypic traits were identified. GO functional annotation and KEGG pathway enrichment analysis were performed for the module
genes. Cytoscape software was used to screen key genes and visualize the co-expression network. The results showed that 14 227
genes were clustered into 11 modules, Turquoise, Yellow and Red modules were mined with R*=0.6 and P<0.05 as criteria.
Functional analysis of the genes in the three key modules showed that these genes were mainly enriched in nucleotide excision re-
pair, homologous recombination, effects of cytochrome P450 on xenobiotic metabolism, MAPK signaling pathway, apoptosis and

other signaling pathways. In this study, the selected [FT family genes HHOX2, CYP4B1, ANG and ITGB2 were core genes related

e ES FL 88 2022-06-25 to sperm motility of breeder cocks, which could be used as
YAy SN (1999-) 4 P I, B0-E B 58 4 E 58 07 1) potential genes for improving sperm motility.
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Fig.1 Screening of power values in weighted gene co-expression network analysis ( WGCNA )
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