transmembrane receptor protein tyrosine kinase signaling px‘tlmay (GO:0007169)

3 dpi

5 dpi

Upregulation

JAK-STAT caseade (GO:0007239)

chromatin assembly (GO:003H97)

nregative repulation of apaptotic process (GO:0043066)
‘ehavior {GO: 04101

cell proliferation (G0:0008283)

tomical st hogencsis [GO:MN953)

response to abiotic stimulus (GOA009628)
coll growth (GO:0016049) 1

ecllular defense response (GOADGYG8)
response to external stimulus (GO:0009605)
chromatin organization (GO:0000323)
homeostatie process [GO:0I42592)

system development (GO:0048731)
locomation (GO:00400 1)

uuuuuuuuuu UUUHHH““ uuuuUUHUHJJHHH

Biological Process

Downregulation

Tans ARy gland development [GO:DIS0879)

skeleta] svsten development {GO:OMISOT)

cell profferation {GO:0IGLE3)

alveolysis [(GODNGG)

negaive regalation of apaptotie process (GOANANE]

seeeplor protcin tyrosioe kinase sipaaling patiway {GODNTISY
cafion transport (GO00048 2y

profealysts [GO:0006308)

osidtive phospherylatin (GO:MHE119)

acll growth [GOQ1649)

cellular defense response {GO:DKIGYSS)

MAPK cascade (GO0000165)

fatty weid biosy nthedic process (GO:MNI6AI3)

respise fo endngenpus stimalos (GO:MN9T19)

peatein acetilation (GO-0NT3)

Riological Process

translation initiation factor aettvity (GOMIZT43y g metallendopeptidase ihibitor activiy (GOAIS141)
prowth factor activine (GO-0008083) i aysteine-type endopepidase nhibitor activity (GO:0004869)
phosphatase inbibitor activity (GO:0019212) £ perosidse aefvity (GO0
translation regulator actr NAE152) : antinxidant setivity {GODMGZ0) H
cvsteime-type peptidase activity (GOMNS234) ] neuropepide hormone activity (GOAMSLS4) L“_
{ransmembrane reeeplor proiein tyrosine kinase activity (GO:0004714) ; roseth Fackor iy : )
enzyme inhibitor uctivity (G 5371 ] ephidase i vite (GO 0414)
trangeription eofactor activity (GO:M03712) 3 Iransmembrane recepior protein frrosine ingse aelivity (GOM0MHTH)
‘phosphoprotein phosphatase aetivity (CO:MN4T21 z hydrolase aetvity, hydalyzing N-ghyensyl eompmnds (GO0016799) 5
bdrolase activity, hidmolyzing O-ghveoss] eomponnds (GO
transcription factor hinding tramscription factor activity (GO:00959)
awtin eytoskeleton (GO:0015629) H sl part ofeel (GO
rihonucleaprotein complex (GOA30529) E rateinaceons esteacellalar matris (GO:
evtoplasm {GO:0005737) a extraceliular maizis (GO0 1012y
extracellutar space (GO:0005615) E Trsmsome (GO :
intracellular (GO:DiNIS622) 3 extracelhar space (GO0 :
cytoskeleton (GO:0003856) . exteatellular region {GO0M E
cell part {GO:0M464) z ierofubude (GOADMH) k]
extrucellular region (GO000S57) = nuckar diromasome (G4 e
macromolecular eomples (GO:0032991) j chromosome (GOANN54): 3
protein eomplex (GO:0043234) . , , . , ‘hasma membrane [ O058%) &
9 1 0 k1 4 it L e T D T I 1]
Fold Enrichment Fold Enriehment
gmmn»eugent\is (OIS — chromtin remodeling (GO:M006338) ]
polsphosphte catabalic provess (GO:MNGTS8) ] apoplotic process {GO:0006915) -1
angingenesis (GO.001325) enenzyme metabolie process (GO0W673Y) T
dlenhss (GO:M0066 ] B denth (GO:MIRE) T ¢
rieavhorylic acid eyele (GOAN0G09% 1] H el death (GO:M008219) . ¢
protein phosphorslation (GO:0006468) ] g chromain organization (G0:0006328) 1 g
cvtoking-mediated stanaling pathweay (GO:MI9220) ] - protestysis (GO:006508) {3 &
transmembrane receptor protein tyrosine kinase signaling pathway (GOMTI6Y) -—' exoeylosis (GOD00637) 1] T
Prtein folding (GO:0006457) ] 5,, celular protein modification process (GO:006464) a
Tesponse t inferferongamma (GOG340 T E response fostress (GO:000690) T 8
cholesterol metabolic proeess (GOSN 2 fumunesystem proces (GO-W03%6) T 2
transmembrane receptor prafein ] 2 wesodera desclopent (G0:H0749) 8
cellmatri adbesion (GO0 160) 1] protein metabolie process (GO:0015338) T
TAKSTAT escade (G000 1] carbobydrate metabilic process {GO:005975) £
abengen metablic prcess [GO0059%) {2 nespanse t external stiualus (GO:0009608) 10
metaloendopepidse it ey (GONS191) | e protein disulfide isomerase activity (GO:0003756) s
A T — 3 Pl ator et (GO :': £
receptor regubtor aetivity (GOMMSHL_____1 : cnzpmc\uhwhwr‘oranyll) D‘Jmm".) Z
- ) = chromatin hinding (G0:000368%) ] =
chemokine activity (GO:000800 ] 2 e flaseactivity (GOHU08L ] &
aucloile phosphaise ey (CO-NL0) T v cpstele fpe ety (kML py
N L - H serine-type peptidase activity (GO:0008236) z
tumor neerosis fator meceptor binding (GO:MIE1 84— = . - =
- Fl somerase actiity (G0:0016853) ]
DNA Neglveosylase activity [GOA19104 ] bl , L . @
o R s b phosphoprotein phosphatase activity (GO:0004721) g
ransmembrane recepior proein erines(hrennine inase acivit (GOINGTS) ] 3 ; ase activite (GO 5
o A 2 axidoreductase activity (GO:0016491) 0
eytkine reeporEnding GO-05126 ) z transferase activity, transferring acsl groups (GO:0016746) 11 z
cariydrate binding (GO0030H6) 1] . endoplasmi reticulum (GO.00S783) {1 H
e\tmcellulanp)fw g(}(l:UlNIShlS] ] 5 evtoplasm (GO kil ;
evtravelolar region (GO0 . £ extracellular space (GO:0005615) ) e
axtracellular marix (GO:A031012) {2 i nucleus (GO:005634) ] g
profeinaceus extraeellular matriy (GOMSETS) M £ exmacelilar region {GO:000537%6) 9] 5
Hsosome (GO 0157641 {0 § infracelular (GO:00%23) L
SNARE complex (GO:0031201) | . cell part (GOMHHM) &
chromosome (GO 000363410 & organelle (GO:043226) £
evtosel (GO0HS8291 0 = Protein complex (GO:0043234) G
avon (GO:0030424) 00 3 onplsiOMeey)
nlarel owmsd T NN TR
I} 1 b k] 0 R ] 3
Fold Enrichment
Fold Enrichment

Supplementary Figure S4. Gene ontology (GO) analysis of up- and down-regulated proteins. Up- and
down-regulated proteins were analysed by PANTHER and GOTERM database separately and their
associations to biological processes, molecular functions, and cellular components determined.
Upregulated and downregulated protein functions at 1, 3 and 5 dpi are listed in a, b, c and d respectively.



