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Functional Prediction and Expression Analysis of GmMP in Soybean
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Abstract: GmMP gene sequence was obtained by searching the homologous gene of AiMP in the soybean genome database.
Bioinformaties analysis of amino acid sequence encoded by GmMP and promoter sequences showed that the full-length CDS se-
quence was 2 802 bp, encoding 933 amino acids protein. Structure domains analysis indicated that GmMP contained B3 and
AUXIN RESPONSE FACTOR domain, belong to B3 and AUXIN RESPONSE superfamily. Cis-elements associated with hor-
mones, stresses, light responses, circadian rhythms and transcription factors binding were existed in the predicted promoter
region. Phylogenetic analysis results suggested that MP was conserved in the leguminous plants. Results of tissue specific a-

nalysis revealed that expression level of GmMP was the lowest in leaves, the highest in SAM, it was speculated to participate

in the auxin metabolic pathways.
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LD FB5-43531 A : Phaseolus vulgaris( XP_007160683. 1) ; Vigna angularis(XP_017430734.1) ;
GmMP (XP_006601343. 1) ; Cajanus cajan( KYP49484.1) ,
Genebank accession numbers: Phaseolus vulgaris ( XP_007160683. 1) ; Vigna angularis ( XP _
017430734. 1) ; GmMP( XP_006601343. 1) ; Cajanus cajan( KYP49484.1).
2 GmMP 5EHEZEANSFILEI
Fig.2 Multiple sequence alignment of GmMP and other proteins
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Fig.5 Phylogenetic tree analysis of GmMP protein
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Fig.6 Tissue-specific expression analysis of GmMP
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