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Abstract: Studying the interaction between proteins is very important for rice genetic improvement, disease resistance and
yield increase, and improving rice quality. This paper introduces a variety of methods for studying protein —protein interaction,
analyzes the advantages and disadvantages of various methods, as well as their research and application in rice. The existing large
protein interaction database was summarized for reference by researchers.
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1L.1.1 FEREXZ%AE (Yeast two hybrid, Y2H)  EEHE
ARG S R AE BT AN N A T, A — e FE
FARE TN ELWEALE, Wit Y2H & i
WU AN 53 26 11053 5 28 1 R B AR e £ i
Bl . AR E BNk —. fETfiEE
PR EAERE, R AREREEE, TR 0
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EEATRE A BAESE O, RS AT i
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PLATE-seq 10.1073/pnas.1918068117 fEH
CCSB interactome http://interactome.dfci.har— N2K JREE URGIT 2 AZKLT7 00046 [ BAE 53 Ve SRR
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