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Cloning and bioinformatics analysis of goat YWHAB gene

Tang Zhengding',Feng Aiping', Zhu Jiangjiang’, Xiang Hua'*
(1.Sichuan Province Key Laboratory of Animal Medicines at Southwest Minzu University, Chengdu 610041, China;
2.Qinghai-Xizang Plateau Animal Genetic Resource Reservation and Utilization Key Laboratory of Sichuan Province,

Chengdu 610041, China)

Abstract: This study aimed to clone the goat YWHAB gene and conduct bioinformatics analysis, so as to provide a foundation
for further functional studies. Total RNA was extracted from goat turbinate cells using the Trizol reagent and reverse-transcribed
into ¢cDNA, which was used as a template to successfully clone the goat YWHAB gene. Bioinformatics analysis was then per-
formed on the YWHAB gene sequence that was correctly identified by sequencing. The results showed that the obtained
sequence was 973 bp in length (GenBank accession No. PP453721.1) , containing a 741 bp coding sequence (CDS) that
encoded 246 amino acids. The encoded protein, with a molecular weight of 28 082.40 Da, was acidic, unstable, and hydro-
philic, and lacked a signal peptide and transmembrane domains. Modification site analysis revealed three N-glycosylation
sites, 31 O-glycosylation sites, and 42 phosphorylation sites. Secondary structure prediction showed that a-helices accounted

for 68.70%, random coils for 21.95%, extended strands for 8.54%, and B-turns for 0.81%. Subcellular localization prediction
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indicated that the protein was mainly distributed in the cytoplasm (approximately 72%) , which was followed by the nucleus

(17%) and mitochondria (11%). Protein-protein interaction prediction suggested that YWHAB might interact with ten pro-
teins, including FOXO03, TFEB, and YAP1. Phylogenetic analysis based on the YWHAB gene sequence showed that sheep

was the species having the closest relationship with goat, followed by cattle, deer, alpaca, and pig. In conclusion, the goat

YWHAB gene was successfully cloned and bioinformatically analyzed, providing a reference for future studies on its regulatory

mechanisms and functions in goat turbinate cells.
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