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Table 1 The primer sequences related to this study
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Primer name Prime sequence (5'—3") Primer type
DoAGPLI1-Q-F TGCTGCCCTCATTTTCGCTA
DoAGPLI1-Q-R TTGATGTCCCATCACTGGCC
DoAGPL2-Q-F GCAGCAACTCAAACACCTGG
DoAGPL2-Q-R CTTGGTGTCCTCGAAGACCC
DoAGPL3-Q-F CGGGCATCTGACTGTGGATT
DoAGPL3-Q-R CCAAATCAGCACCTTTCGGC SERf It E s PCR 514
DoAGPL4-Q-F TGCTGGGGTTTTGGTTATGT Real-time PCR primers
DoAGPL4-Q-R AGTGCTTTTCCTTCACCGGT
DoAGPL5-Q-F AGTGAAGGCCTGTGCTTTGT
DoAGPL5-Q-R TGGTGCCATTGCTTCTCCAT
DoAGPL6-Q-F GATCGATCTCTCGCTGGCAA
DoAGPL6-Q-R GCCGGCGAAACAAGAAGAAG
UBQ-F GGGCTTTCAAGGTCGTC B2 17|
UBQ-R TGAAGGGTTTGCTCATCC Reference genes
DoAGPL1-SF GGGGTACCCCATGATCATGGGGAGTTTGGTG ik b Fe Ak AR T Py
DoAGPL1-SR GCTCTAGAGCTATGATGGTGCCGTCCTTGAT Transient expression vector primers
PPR3-N-F CGGTAAAACCGGAACATTGGA AD ik
PPR3-N-R ACTTCAGGTTGTCTAACTCCT AD carriers
AGPL-YF GCCAAAATATCTGCAATGGCCATTACGGCCATGATCATGGGGAGTTTGGTG
AGPL-YR CGAATTCCTGCAGATGGCCGAGGCGGCCTTTATGATGGTGCCGTCCTTGAT
AGPS-YF TACGATGTTCCAGATTACGCTGGATCCATGGCGATGACCTCC IR
AGPS-YR GGTATCGATAAGCTTGATATCGAATTCTTAGATGACAGTTCCACTGGGGATCAA Construction of bait carriers
MADS-YF TACGATGTTCCAGATTACGCTGGATCCATGACAAGGGAAAAGATGAAG
MADS-YR GGTATCGATAAGCTTGATATCGAATTCTCATGGTAAGCCGAGTTTAAG
AGPL-BF GGTACCATGATCATGGGGAGTTTGGTG
AGPL-BR GAGCTCCCTTATGATGGTGCCGTCCTTGAT
B3 F 9 6 H AN S5
AGPS-BF ACTAGTATGGCGATGACCTCCTCCATC
Bimolecular fluorescence
AGPS-BR CTTAAGTTAGATGACAGTTCCACTGGGGAT
complementarity experiment
MADS-BF GGACTAGTATGACAAGGGAAAAGATGAAG
MADS-BR GAGCTCTCATGGTAAGCCGAGTTTAAGTGA
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Wt a-BRNE; L0 IEMREE; KM I A, B, C, D, E, F 23il8 DoAGPL1, DoAGPL2, DoAGPL3, DoAGPL4, DoAGPLS,
DoAGPL6 & 5T — e 45 # Tl
Blue. Alpha helix; Red. Extended strand;;Purple.Random coil; A, B, C, D, E, and F respectively represent the secondary structure predictions
of DoOAGPL1, DoAGPL2, DoAGPL3, DoAGPL4, DoAGPL5, and DoAGPL6 proteins
HMiE 1 DoAGPLs & H R RLEH TN
Fig.1 Prediction of the secondary structure of the DoAGPLs protein

A, B, C, D, E, F4}%5 DoAGPL1, DoAGPL2, DoAGPL3, DoAGPL4, DoAGPL5, DoAGPL6 & [ )i = 2% 45+ i

A, B, C, D, E, F represent the protein tertiary structure predictions of DoAGPL1, DoAGPL2, DoAGPL3, DoAGPL4, DoAGPLS, and

DoAGPL6 respectively
M 2 DoAGPLs & H R = REEMARETN
Fig.2 Prediction of tertiary structure model of the DoAGPLs protein



2000bp—»
1000bp —»

A: CaMV358-DoAGPL1 fiki PCR [; Ml1: DL2 000 DNA #7id; +: FAMEXER: -0 BIMEXHE: 1. PCR #4474,
B: CaMV35S-DoAGPL1 FRIXUEFIE: M2: DL15 000 DNA #ric: +: BHPEXIHR, 2. SRR 3: BEYI%sE
A: CaMV35S-DoAGPL1 plasmid PCR map; M1: DL2 000 DNA marker; +: positive control; -:Negative control; 1: PCR amplification
product;
B: CaMV35S-DoAGPL1 plasmid double enzyme cleavage map; M2: DL15 000 DNA marker; +: positive control; 2:recombinant plasmid;
3: enzyme digestion identification
MtEE 3 PCR FXUES A A MBRAT RIAH A CaMV35S-DoAGPLI
Fig.3 Detection of transient expression vector CAMV35S-DoAGPL1 by PCR and double digestion

2000bp —»
1000bp —»

2000bp —»

1000bp ——»

A: pBT3-SUC-DoAGPLI ik PCR E; MI1: DL2 000 DNA #Rich; +: FHPEGTEE; - BAMEXTR; 1. PCR ¥ 34774,
B: pBT3-SUC-DoAGPL1 FiRLXUEFVIE; 2. SR 3: BEVISEE: 4: BIMEXTHR
A: pBT3-SUC-DoAGPLI plasmid PCR map; M1: DL2 000 DNA marker; +: Positive control; -:Negative control; 1: PCR amplification
product;
B: pBT3-SUC-DoAGPL1 plasmid double enzyme cleavage map; 2: Recombinant plasmid; 3: Enzyme digestion identification; 4: Positive
control

MIE 4 FIEEAMEE R PCR RXNBFYIEE

Fig. 4 Decoy vector construction, plasmid PCR and double enzyme digestion identification



