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Abstract: The expression of tomato heat shock factor gene SIHsfC1 can be induced by low temperature,
but it is not clear whether it has the function of cold tolerance. Therefore, this study analyzed the expres-
sion characteristics of tomato SIHsfC1 gene under low temperature, high temperature, water-logging and

salt stress, and the effect of overexpression of this gene on cold tolerance of transgenic plants. It was con-
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firmed that expression of this gene can be induced by low temperature, high temperature, water-logging
and salt stress. Overexpression of SIHsfC1 gene can enhance the cold tolerance of transgenic tomato
plants. The results laid the foundation for revealing the molecular mechanism of this gene involved in reg-
ulation of tomato cold tolerance in the future.
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