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Conference on Intelligent Computing, ICIC 2024, held in Tianjin, China,
during August 5-8, 2024. The total of 863 regular papers were
carefully reviewed and selected from 2189 submissions. The intelligent
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techniques by providing a vibrant and effective forum across a variety
of disciplines. This conference has a further aim of increasing the
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and the economic benefits that can be gained by implementing them.
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