Figure S1. Morphology of sensitive (top) and highly resistant (bottom) seedling strains. (A)
Before treatment. (B) After 5 days of treatment. (C) After 14 days of treatment.
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Figure S2. Identification of the differently accumulated metabolites (DAM).
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Figure S3. KEGG pathway enrichment analysis of the DAM.
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Figure S4. GO enrichment analysis of the DEGs.
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Figure S5. Top 50 enriched biological processes in each group of DEGs
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Figure S6. KEGG pathway enrichment analysis of the DEGs.

A
LOC110684437 HGG GAVISBEIrAcRsH N. . . .SDYLWEE. .LKKGVSGYSKELRSETVNVVE. .
LOC110689144 HCG GAIL: IABKRGR . . THDEWSE . DADLLTSFPEKSNSSC.
LOC110706505 FLFYEII.SCI.NLCKKKKKKNKKKESFCRLKIAATAMDMMESNSNACISSDPHS NELMEALSPFMEST' PESSASTTSCYS!PAEASASSFC‘ASFSSYSLD TTTTTSLECDGCYSECA
LOC110730331 MASSECSSAALEEIKSHLESELSPIGVNESFNHNNEANSEENEGNNNEBENGVK QLSISKTNMS. SCNSISSINSESSEAFVGQCCMNSGLIKEEKSSDFGFDFDFDVDES. . .
EOCYI0794950  omisatos it R e A e e R AT eTe 8 1ICG . GATESDEIABKRGRIAT . ... ... THDEWSE....... EDADILSSFBEKSKSSE...........
Consensus mcg ga isdli a r s 1lwse 1 1 s p d
AP2 Domain AP2 Domain
LOC110684437 ...... EDDDAVADQAFEADFLEFKDESDDDISIIPHFKEF SFBLFKPKSSNGLKEVEFNSCAEKTAKRK . RENG q N R
LOC110689144 ...... SSOEAIRERQ. cccocivcncssscacacns GSEYADGVNAHCEDVNREERVAN. . . PSCIRRT.REN K
LOC110706505 PEYGLTHPDESTIYGLTHESCAQFSYPCACPQQMSYSFPEPLPSYCSSNINNFLSPKPVIMK . SNGLASK. PTK Y
LOC110730331 . .KEETKEKEHSTFSPT!SGGSKSKEREKREAMNIAVPI‘PAKKEEVVEEVPEHTCCASDVVTCCKVEIEEACR F
LOC110734990 ...... PSCETLEPQRDHEVMNLL............. GSEF .DGVKTHCEDVNRAERVAN. . . PSCTPRT. . K
Consensus p taq - P g n rkn yrgirrrpwgkwaaeirdp xkgvrvulg:fntaeeaarayd aa
AP2 Domain
LOC110684437 H v EETEVSAARAPRRTVKARACKEARKTASEAPMCNMNCSFNIMNNACNEYYNNFALVEEXPCVNCFEYSNPYPALGELAVNPENSLSGETELFFNSDEGSNSFDCSDENWG
LOC110689144 ; DTPEPPPSPS....... 13 .EIFLEARKR. CCRSDFTESSTESIESACLSSESTCMEVMSMG. ....... FYGDGVEHLTSEEGEVNRVNHNEL. .
LOC110706505 LRHEGSHIGG. . .EFGEYKPLHSSVNAKLEA. . ICESLAKCGNEKQGKSGKSKKKDKDVINTSCSSSSSSCCTTVAAASQCHCCETSQOSMLOHGEV. . .
LOC110730331 h LEVGKLVEEA. . . .AITTTTTAVSCGGGS. . GGRKRKDVEESKN. . .KEVVQVKKRVK. .. . .SEETSTTSFVTEDSEP. .LTPSSW. ..
LOC1107349%0 K DTPELPPSPL. . . .L'IA@I.EEIFLPVM(R .. QRISDFTESSTESNE. . .STCMEMMSME. . . . .FYGDEVBHLTSEEDEVNGMNNNEL. . .
Consensus kirgdkaklnfp p tpl P s 1s e pvsg gd e £fn d
—

LOC110684437 ENGPKTPEI. :‘Ir FSARLESDDSGNATKKIKSTSGBAVPFEENSGKSLSEELSDADLESCLNFLETPYLDENWAIDAFLGGDASNGGANPMELWSFDDFEGGV
LOC110689144 . .SCCILEE 11’." LDHGAELAESDSTSLEEWVMDEFPMINGYDCENYRFVE
LOC110706505 . .KRESTSDSE DLTFGONEDMGSENFLLASYPSNEIDWDAILSSSS. .
LOC110730331 TAEWBIDVKTGNGLFTVPPLSPLSPHESMGYSCMTVM
LOC110734990 SCCILDI.EQI.I&LEHGVEIAESESTSLPWVHK!FPHINGYE
Consensus dls g 18 1p e v
B

Name p-value  Motif Locations

LOC110689144  6.64e-201 M [ | [ HI

LOC110730331 9.38e-47 .

LOC110684437  5.50e-77 L

LOC110706505  8.99e-44 L

LOC110734990 499202 HE [T | 4 e

Motif Symbol

N=

g

Motif Consensus

YRGIRRRPWGKWAAEIRDPRK
GVRVWLGTFBTAEEAARAYDAAAKKIRGDKAKLNFP
MCGGAIISDLIAAKRGRNLTTHDLWSEL
TOMPMMSMGFYGDGVDHLTSEEGFVNGMNNNELSQQILDLESLLGLDHG
TSLPWVMDEFPMINGYD

DGVKAHQEDVNREERVANPSQIRRTRKNV

48
44
120
113
44

161
133
238
231
140

282
225
343
313
226

384
274
397
350
267



Figure S7. Comparative analysis of five AP2/ERF family genes. (A) multiple sequence

alignment. (B) structural domain analysis. (C) conserved structural domain sequence tags.
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Figure S8. Weighted correlation network analysis of the DEGs. (A) Clustering and module
identification of the DEGs. Each row represents a color-coded module containing a set of
highly linked genes. (B) Heatmap of the gene co-expression network modules in each sample.
Module names and time points are shown on the y-axis and x-axis, respectively. Red and blue
colors represent positive and negative correlations, respectively, according to the indicated

legend.



