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Abstract. This paper discusses the existing research methods of plant proteomics based on
mass spectrometry by summarizing the qualitative and quantitative proteomics in both
directions and reviewing the new technologies, methods, and applications of proteomics that

have emerged in recent years, including targeted proteomics, DIA/SWATH, chemical

proteomics, and multi-omics co-analysis.
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FIP SV AL, b T AR 6 Fhcde 1% .
S FE 20 7S HE BHIR B 2 | e sre 2 — A MR
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EIE BRI 1 B Z R ) IRBEE B . P4 R bR
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