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Cloning and Functional analysis from Soybean (Glycine max)
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Objectives
Cloning of SLTI114 gene.

Materials and Methods

1. Material
Plant — Glycine max. cv Sinpaldal 2

2. Methods:
mRNA isolation and cDNA synthesis, Suppression subtractive hybridzation (SSH), Differential screening

of low-temperature-inducible genes, northern blot analysis

Results and Discussion

The complete cDNA sequence of SLTI114 consisted of 1,443 bp with a initation codon at positions
102 and a termination codon at positions 1,259. A polyadenylation signal AATAAA occurred in the 3’-
untranslated region at positions 1,418. The SLTI114 sequence had an open reading frame of 1,179

nucleotides which encodes 43.2 kDa polypeptide consisting 393 amino acid residues.
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cDNA.
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