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Figure S1. Schematic model of AtwrKY33 and MdWRKY17 involved in downstream pathogenic
pathogens of the MAPK cascadel3! 3642,
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Figure S2. Detection of the GELP1-Sntf2 interaction using co-localization and bimolecular fluorescence

complementation assays. Bar = 10 um.
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Sequence ID: XP_008370769.2 Length: 362 Number of Matches: 1 o =
Deicious Fuji

Range 1: 110 362 G

674 bits(1740 jonal matrix adju (96%) 0/362(0%) +1

Figure S3. Identification the structure and sequence alignment of GELP1 and GELP2. (A) Prediction of
the three dimensions structure of GELP1 using SWISS-MODEL (https://swissmodel.expasy.org/). (B)
Sequence alignment of GELP1 and GELP2 from NCBI blastP, and alignment data was generated using
the DNAMAN software (version 6). (C) The pathogenicity of C. gloeosporioides on Gold Delicious and Fuiji

leaves.



