Supplementary data


Supplementary Figure  1. Significant pathways among the DEGs for GO terms Biological Process, Molecular Function, and Cellular Component at six hours after treatment. Significant pathways are represented on the X-axis; the number of DEGs annotated in each pathway is on the left Y-axis; and the right Y-axis shows the percentage of DEGs annotated in each pathway.


[bookmark: _GoBack]Supplementary Figure  2. Significant pathways among the DEGs for GO terms Biological Process, Molecular Function, and Cellular Component at three days after treatment. Significant pathways are represented on the X-axis; the number of DEGs annotated in each pathway is given on the left Y-axis; and the right Y-axis shows the percentage of DEGs annotated in each pathway.


Supplementary Figure  3. Significant pathways among the DEGs for GO terms Biological Process, Molecular Function, and Cellular Component at seven days after treatment. Significant pathways are represented on the X-axis; the number of DEGs annotated in each pathway is given on the left Y-axis; and the right Y-axis shows the percentage of DEGs annotated in each pathway.


Supplementary Figure  4. Global pathway enrichment analysis, six hours after DBDTP treatment. The dot size represents the number of expressed genes involved in each pathway. The different dot colors indicate the adjusted P value of each pathway; the pathways with P value≤ 0.05 are designated as significantly enriched pathways. Different shapes indicate whether the pathways were up or downregulated. Rich Factor denotes the ratio between the number of expressed genes and all genes annotated in each pathway.


[bookmark: _Ref214979313]Supplementary Figure  5. Global pathway enrichment analysis, three days after DBDTP treatment. The dot size represented the number of expressed genes involved in each pathway. The different dot colors represented the adjusted P value of each pathway; the pathways with Adj P value≤ 0.05 were significantly enriched pathways. The different shapes indicated whether the pathways were up or downregulated. Rich Factor represented the ratio between the number of expressed genes and all genes that were annotated in each pathway.


[bookmark: _Ref214979330]Supplementary Figure  6. Global pathway enrichment analysis, seven days after DBDTP treatment. The dot size represented the number of expressed genes involved in each pathway. The different dot colors represent the adjusted P value of each pathway; pathways with P value≤ 0.05 were designated as significantly enriched pathways. The different shapes indicate whether the pathways were up or downregulated. Rich Factor represents the ratio between the number of expressed genes and all genes annotated in each pathway.
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Functional category of DEGs by GO-term analysis (6 hr)
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Functional category of DEGs by GO—-term analysis (3 d)

Cellular
Component

Molecular

Biological

Function

Process

o
9
go! -
3 _ . E
o © T HE c
c 23 Y.W%w.mwm.
S 5g S 98e83¢
O O09oS S 2220500
O OD S 0oa=uL0o0
= c
Al O L I ]
Percent

300

10%

5%

o o
o o
N —

JUNOJ QUL

age of total DEGs (%)

__--Illlllllllllllo%

o —mmmmil

pnseld

1se|dolojyo

adojanus a|jaueblio

adojanus

Juswiredwoogns ajlauebhlo
pioxe|Ays

adojanua pnse|d

aueiqwaw pnseld

aueigwaw dnayluAsoloyd
pioxe|Auyy pnseld

pioxe|Ay1 1sejdoiolyo

aueigwaw ploxelAyl
aueigqwaw pioxejAyl pnse|d
auelquiaw pioxelAy: 1sejdolojyd
waisAsojoyd

| waisAsojoyd

xa|dwod aseyluAs 41y buniodsuen-uojouid
3|oNJeA J1A|

Buipuiq uiaoud

Buipuiq ajnodajow |fews

Buipuiq uoiue

Buipuiq apnosjonu

Buipuiq spnoajonu [Auspe

Buipuiq apnoajonuogu jAuspe

uiajoid e uo bunoe Alanoe anAperes
Ainnoe Juspuadep-d1v

pIoe 219onu e uo Bunaoe AlAnoe JnArered
Buipuig YNYwW

Ainnoe sisAjoipAy d1v

AlIAoe aseollay

AlIAnoR Jajsuel] uoa1o9|a

Alnnoe aselajsuenjAyisw uisyoud
Alanoe aselajsuenjAyiaw-N

Buipuig YNY/

AlInnoe aseuajsuenAylaw-N auisA|-uiayoud
AlAnoe aselajsuenjAyisw—N auISA|
Buipuiq piouaidosi

Buipulg suow.ioy

AlAnoe Jariodsuel) aueiquswWISUeRI] SAIDR USALIP—UOIINPaIOPIXO

AlIAoe aseury Josuas Aejaioydsoyd
Alanoe JarLued olwse|dolfoosonu

Alanoe aseuaboipAysp HAQVN

Aanoe (suouinbign) sseuabolpAysp HAVN
Aanoe (suouinb) aseusboipAyap HAQVN

soaplreydsesAjod uo bBunoe Alanoe asel| usbAxo-uogied
sisayjuAsoloyd jo Aemyred 11odsuel) uonoa|d 211942 8yl UIYIIM SU0J109|8 Buliiajsuel)

Alnnoe asereydsoydip—apisosjanu
Annoe Jorenbal Jo1daosal Buleubis
Annoe Joreanoe Joydasal Buljeubis
Annoe puebi| 1o1dadal

AlAnoe J1010e) Yimoub

Alnnoe asejeipAyap yod-jAceAxolpAy-£ ureyod-buoj-Alan

Annoe asejelpAyap Yo -|AoeAxoIpAy-<

Aanoe aselelpAysp vod—-|Aosaa0ubij—-AxoipAy-¢
Ainnoe aserelpAysp voO-|Aousyag-AxoipAy-¢
Aunnoe asereipAysp voD-|Aopiyoere—AxolpAy-¢

sisayiuAsoioyd

ureyd podsuel) uoid9|d
uonejAylaw uiayoid

uone|re uieoud

uonoeal 1ybi sisayiuAsooyd
Buissasoid pus—swnd-£ YNH






image3.emf

Functional category of DEGs by GO-term analysis (7 d)
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GO-term Biological Process Enrichment: Up and Down significant pathways at 6 hr
DBDTP treatment (6 hr) — Rich Factor, Expressed gene count, Adjusted P value
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GO-term Biological Process Enrichment: Up & Down significant pathways at 3 days
DBDTP treatment (3 days) — Rich Factor, Expressed gene count, Adjusted P value

photosynthesis light reaction

Expressed gene count

® 120

Direction

A Down

photosynthesis A

Adj P value
gy 0.0001

! 0.05

electron transport chain

0.475 0.500 0.525 0.550 0.575 0.600 0.625
Rich Factor (Expressed gene/total annotated genes)






image6.emf

GO-term Biological Process Enrichment: Up and Down significant pathways at 7 days
DBDTP treatment (7 days) — Rich Factor, Expressed genes count, Adjusted P value
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