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Identification and Sequence Analysis of Auxin-responsive SAUR Gene from Citrus grandis var.Shatinyu Hort
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Abstract

od] The self-pollinated and cross-pollinated style of Citrus grandis var.Shatinyu Hort were used as test materials and transcriptome sequenced by

(College of Life Sciences,Guangxi Normal University, Guilin, Guangxi 541004 )
[ Objective | To study the biological information contained in the protein sequence encoded small auxin up RNA (SAUR) gene. [ Meth-

high-throughput sequencing technology.The SAUR gene was identified in diferentially expressed genes.[ Result ] The gene was 857 bp( GenBank
accession number: MH281940) in length with an open reading frame ( ORF') of 381 bp,encoding 126 amino acids with theoretical pl value of 5.76,
and deduced molecular weight of 13.74 kD, and contained a Auxin_inducible superfamily conserved domain.The expression( RPKM) of SAUR
gene was 8.42,56.02 and 53.45 respectively in 1,2,3 days in self-pollinated styles,and the expression( RPKM) of the gene was 11.98,36.74 and
8.53 respectively in 1,2,3 days in cross-pollinated styles.The homology analysis of amino acid sequence indicated that the SAUR protein shared
100% homology with Citrus clemeniina ( XP_006452877.1) and 99% homology with Citrus sinensis (XP_006474595.1) .Phylogenetic analysis re-
vealed that SAUR gene showed closer kinship with Citrus clementina and Citrus sinensis, indicating that they belong to the same evolutionary
branch.[ Conclution] The results could provide a theoretical reference for further study of self-incompatibility molecular mechanism in Citrus

grandis var.Shatinyu Hort.
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