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Identification and Bioinformatics Analysis of the COBRA Gene
Family in Flax
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Abstract: The COBRA gene encodes the glycosylphosphatidylinositol anchoring protein, which is a
regulator of secondary wall thickening and cellulose content. Flax fiber is bast fiber, and fiber yield is closely
related to the content of cellulose in secondary wall and the thickening of secondary wall. Through BLASTP and
Pfam analysis, 24 members of the COBRA family were identified in this study, and the gene structure,
physicochemical properties of proteins, systematic evolution were conducted. The results showed that 22 members
had transmembrane domain, 21 members had N—terminal signal peptide, 16 members had GPI anchor site, and
all proteins had CCVS conserved domain and were located in cell membrane. The results of gene structure
analysis and systematic evolution showed that the COBRA gene family was divided into two subfamilies,
COBRA -1 and COBRA-I1, the gene structure of the two subfamilies were significantly different. This study laid a
foundation for the in—depth study on the function of COBRA gene and the use of COBRA gene to increase the
fiber yield.
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