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Supplemental Table 1. Plant proteins that specifically associated with AVR2 family effectors after co-
immunoprecipitation as identified by mass spectrometry. Eight AVR2 homologs formed protein 
complexes detectable by LC-MS/MS. 

 

Annotation for plant 
proteins identified in 

association with 
effector* 

GenBank 
Accession 

number 

Number of unique peptides matched to plant proteins in each effector co-
immunoprecipitation experiment† 

FLAG: 
RFP 

PITG_ 
21645 

PITG_ 
13940 

PEX 
RD11 

PITG_ 
07500 

PITG_ 
07499 

PITG_ 
08278 

PITG_ 
06077 

PITG_ 
21949 

Catalase 1 JQ886090 0 4 2 3 3 5 3 1 4 

Serine/threonine-
protein phosphatase 
BSL1 (BSU1-like 

protein 1) 

JQ886089 0 7 0 8 0 0 0 0 0 

Thioredoxin 
peroxidase JQ886091 0 2 4 2 5 4 2 3 0 

 

*Annotations were part of the sequences downloaded from source 

†Peptide spectrum matching results were from Mascot (Matrix Science) searches and only 
those matching with probability score >95% are shown; Numbers reflect the number of 
unique peptides matched per protein; FLAG:RFP was used as negative control. Matching 
peptide sequences and other detail information are reported in Table S2. 
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Supplemental Table 2. Details of primers used in this study. 

 

Primer name Sequence (5’>3’) 

5AVR2 CACCATGCTGCATGCAGCTCCAGGTGCCAAG 

3AVR2 TTAACTCCTCTTGTCACCCTTAATTTTCAAATG 

5RD11 CACCACCGGAGGCTTACTGGATAAGA 

3RD11 CTATTTGTACCCCTGTCCCTTTG 

5BSL1 CACCATGGGTTCAAAGCCATGGC 

3BSL1 AATATAGGCAAGTGAGCTCCGG 

5Cat1 CACCGATCCATACAAGTATCGTCCGTCA 

3Cat1 TCATATGCTTGGTCTCACATTAAG 

5Thper CACCGCTTGCTCTGCTTCTTCTACA 

3Thper TCATATGGATGCAAAGTATTC 

3BSL1_kel TGATTTCTGCCTTGCGAAC 

5BSL1_phos CACCATGCCTCAAGGATTGCATAAAAAGATC 

FStrem13 AAAAAGCAGGCTTCATGGCAGAATTGGAAGCT 

RStrem13 AGAAAGCTGGGTCTCAAAATATTCCAAGGAT 

5Nterm_R2 CACC GCTGATGCCTTTCTATCATTTG 

3Nterm_R2 TCACAACATATAATTCCGCTTCAAC 

5StBSL1-1 AAAGCAGGCTTCATGGGTTCAAAGCCATGG 

3StBSL1-1 GAAAGCTGGGTATTAAATATAGGCAAGTGAGCT 

5StBSL1-2 GGGGACAAGTTTGTACAAAAAAGCAGGCT 

3StBSL1-2 GGGGACCACTTTGTACAAGAAAGCTGGG 

5StBSL-CT AAAGCAGGCTTCATGGTGAGGCAATTGTCA 

5BSL1-290 TAAAGAATTCATGGGTTCAAAGCCAT 

3BSL1-290 TTTTGTTAACTCACCGGCAGGTCTAAGT 

5BSL1-300 ATTTGAATTCTGCATTGAGAGAATCCCACA 

3BSL1-300 TTTAGTTAACACGATCAGGCCCAAATGTTA 

5BSL1-RT AGGCGATAGACCGTCAGCTA 

3BSL1-RT CGCATAAGCTCCAAAGAAGG 

5BSL2-RT TGCACGCAGTTATGGAGAAG 

3BSL2-RT AACCAGCAGAATTCCCTTCA 
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