Table S3: List of 176 candidate genes identified in the present study along with their Gene Ontology

	SNP
	CHR
	Position
	GENE ID
	Gene start
	Gene end
	GENE FUNCTION
	Biological process
	Molecular function
	Cellular component

	AX-94823205
	1A
	64286012
	TraesCS1A03G0190900
	63419577
	63421300
	Plant peroxidase
	response to stress
	peroxidase activity
	plant-type cell wall

	AX-94415302
	1B
	313014878
	TraesCS1B03G0507000
	312401379
	312415532
	Importin-beta, N-terminal domain
	protein import into nucleus
	small GTPase binding
	cytoplasm

	
	
	
	TraesCS1B03G0508500
	313498675
	313500185
	Leucine-rich repeat domain superfamily
	
	
	

	
	
	
	TraesCS1B03G0509100
	313750307
	313753475
	Malate dehydrogenase, type 2
	NADH metabolic process
	L-malate dehydrogenase (NAD+) activity
	

	
	
	
	TraesCS1B03G0509200
	313805560
	313807322
	SANT/Myb domain
	regulation of DNA-templated transcription
	cis-regulatory region sequence-specific DNA binding
	nucleus

	AX-94919611
	1B
	320805972
	TraesCS1B03G0517600
	320873645
	320881784
	Small ribosomal subunit protein mS29
	
	structural constituent of ribosome
	mitochondrial small ribosomal subunit

	
	
	
	TraesCS1B03G0517700
	320882387
	320884251
	Domain of unknown function DUF6821
	
	
	membrane

	
	
	
	TraesCS1B03G0518100
	321690971
	321691716
	Small ribosomal subunit protein eS17
	translation
	structural constituent of ribosome
	ribosome

	
	
	
	TraesCS1B03G0518200
	321696943
	321698750
	Band 7/SPFH domain superfamily
	
	
	plasma membrane

	
	
	
	TraesCS1B03G0517800
	321048095
	321055365
	Clathrin/coatomer adaptor, adaptin-like, N-terminal
	intracellular protein transport
	structural molecule activity
	endoplasmic reticulum

	AX-94403953
	1B
	666309667
	TraesCS1B03G1174500
	666688659
	666689814
	DNA glycosylase
	DNA alkylation repair
	alkylated DNA binding
	nucleus

	
	
	
	TraesCS1B03G1171500
	665787350
	665794608
	ATP-binding cassette transporter C
	
	nucleotide binding
	membrane

	
	
	
	TraesCS1B03G1170600
	665359240
	665367693
	UBA-like superfamily
	
	
	

	
	
	
	TraesCS1B03G1171700
	665821213
	665826980
	Peptidase family A1 domain
	lipid metabolic process
	aspartic-type endopeptidase activity
	lysosome

	
	
	
	TraesCS1B03G1172000
	666005908
	666009508
	Peptidase S8, subtilisin-related
	proteolysis
	serine-type endopeptidase activity
	

	
	
	
	TraesCS1B03G1173800
	666646693
	666647747
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1172500
	666270797
	666274462
	GTP-binding protein Era
	ribosomal small subunit assembly
	GTP binding
	

	
	
	
	TraesCS1B03G1173300
	666400139
	666400880
	Homeobox-like domain superfamily
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1174400
	666687022
	666687264
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1172800
	666282417
	666283533
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1173000
	666335438
	666336402
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1171200
	665734663
	665736116
	DNA-binding pseudobarrel domain superfamily
	
	DNA binding
	

	
	
	
	TraesCS1B03G1173500
	666439927
	666440193
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1171600
	665799261
	665799559
	Protein translocase SecE domain superfamily
	post-translational protein targeting to membrane
	protein transmembrane transporter activity
	Ssh1 translocon complex

	
	
	
	TraesCS1B03G1172100
	666040820
	666041716
	Peptidase S8/S53 domain
	
	
	

	
	
	
	TraesCS1B03G1173200
	666369046
	666370086
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1175500
	666914096
	666918231
	Sugar/inositol transporter
	transmembrane transport
	sugar transmembrane transporter activity
	membrane

	
	
	
	TraesCS1B03G1171300
	665742858
	665743653
	NADH-ubiquinone reductase complex 1 MLRQ subunit
	
	
	membrane

	
	
	
	TraesCS1B03G1174000
	666655357
	666656344
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1172400
	666267697
	666270299
	WRKY domain
	
	DNA-binding transcription factor activity
	nucleus

	
	
	
	TraesCS1B03G1172200
	666045825
	666050211
	Subtilisin-like protease
	proteolysis
	serine-type endopeptidase activity
	

	
	
	
	TraesCS1B03G1174100
	666677533
	666677799
	Homeobox-like domain superfamily
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1174300
	666682315
	666682581
	SANT/Myb domain
	Transcription regulation
	DNA-binding transcription factor activity
	

	
	
	
	TraesCS1B03G1174700
	666737709
	666742366
	Sugar/inositol transporter
	transmembrane transport
	sugar transmembrane transporter activity
	membrane

	AX-94939596
	1D
	38781551
	TraesCS1D03G0119500
	38081464
	38087523
	GDSL lipase/esterase-like, plant
	
	hydrolase activity
	

	
	
	
	TraesCS1D03G0119600
	38091114
	38095586
	SGNH hydrolase superfamily
	
	
	

	
	
	
	TraesCS1D03G0119800
	38227220
	38228180
	Casparian strip membrane protein domain
	
	
	plasma membrane

	
	
	
	TraesCS1D03G0119900
	38228703
	38229456
	Germin
	
	manganese ion binding
	apoplast

	
	
	
	TraesCS1D03G0120400
	38326963
	38341183
	Germin, manganese binding site
	
	manganese ion binding
	apoplast

	
	
	
	TraesCS1D03G0121000
	38367052
	38367902
	Germin
	
	manganese ion binding
	apoplast

	
	
	
	TraesCS1D03G0121400
	39131458
	39132905
	Ubiquitin-activating enzyme E1, Cys active site
	protein ubiquitination
	ubiquitin activating enzyme activity
	cytoplasm

	
	
	
	TraesCS1D03G0121500
	39134831
	39135626
	Protein of unknown function DUF1639
	
	
	

	
	
	
	TraesCS1D03G0121800
	39141484
	39142631
	SRR1-like protein
	
	
	cytoplasm

	
	
	
	TraesCS1D03G0121900
	39180333
	39181589
	Protein of unknown function DUF1639
	
	
	

	
	
	
	TraesCS1D03G0122300
	39356139
	39362769
	Kinesin motor domain
	spindle elongation
	microtubule binding
	mitotic spindle

	
	
	
	TraesCS1D03G0122700
	39438631
	39440723
	Pentatricopeptide repeat
	
	
	

	
	
	
	TraesCS1D03G0122800
	39646155
	39649934
	Zinc finger C2H2-type
	regulation of transcription by RNA polymerase II
	DNA-binding transcription factor activity
	nucleolus

	
	
	
	TraesCS1D03G0122900
	39650230
	39656443
	Integral membrane protein TerC
	
	
	membrane

	
	
	
	TraesCS1D03G0122400
	39431374
	39434075
	Pentatricopeptide repeat
	
	
	

	AX-94756068
	2A
	42476224
	TraesCS2A03G0159500
	41489196
	41490193
	Nucleic acid-binding, OB-fold
	nucleotide-excision repair
	telomeric DNA binding
	chromosome, telomeric region

	
	
	
	TraesCS2A03G0159800
	41519231
	41523749
	Signal transduction response regulator, receiver domain
	
	cytokinin-activated signaling pathway
	nucleus

	
	
	
	TraesCS2A03G0160100
	41662366
	41668995
	Domain of unknown function DUF155
	
	
	membrane

	
	
	
	TraesCS2A03G0160200
	41669029
	41673376
	Haem peroxidase
	response to reactive oxygen species
	peroxidase activity
	chloroplast

	
	
	
	TraesCS2A03G0160300
	41673814
	41676546
	ACT domain
	L-phenylalanine biosynthetic process
	arogenate dehydratase activity
	chloroplast

	
	
	
	TraesCS2A03G0160700
	41782266
	41782925
	Tapetum determinant 1
	cell fate determination
	
	

	
	
	
	TraesCS2A03G0161300
	41851566
	41853796
	Glycosyl transferase, family 43
	glucuronoxylan biosynthetic process
	xylosyltransferase activity
	Golgi membrane

	
	
	
	TraesCS2A03G0161400
	41856723
	41858839
	Glycosyl transferase, family 43
	glucuronoxylan biosynthetic process
	xylosyltransferase activity
	Golgi membrane

	
	
	
	TraesCS2A03G0161800
	42441578
	42442778
	Leucine-rich repeat domain superfamily
	
	
	

	
	
	
	TraesCS2A03G0161900
	42526676
	42531489
	F-box-like domain superfamily
	
	
	

	
	
	
	TraesCS2A03G0162000
	42546361
	42548511
	FBD domain
	
	
	

	
	
	
	TraesCS2A03G0162100
	42794180
	42797536
	P-loop containing nucleoside triphosphate hydrolase
	translation
	GTP binding
	

	
	
	
	TraesCS2A03G0162400
	42880240
	42883502
	P-loop containing nucleoside triphosphate hydrolase
	translation
	GTP binding
	

	
	
	
	TraesCS2A03G0163000
	42897580
	42900950
	Mlo-related protein
	defense response
	calmodulin binding
	membrane

	
	
	
	TraesCS2A03G0163800
	43111177
	43114771
	Phosphoinositide phospholipase C family
	
	
	

	
	
	
	TraesCS2A03G0164400
	43167921
	43178070
	Symplekin/Pta1, N-terminal
	
	
	

	
	
	
	TraesCS2A03G0164500
	43187877
	43189221
	Aspartic peptidase, active site
	proteolysis
	aspartic-type endopeptidase activity
	extracellular region

	
	
	
	TraesCS2A03G0164200
	43145441
	43146952
	Plant peroxidase
	response to stress
	peroxidase activity
	extracellular region

	
	
	
	TraesCS2A03G0164900
	43452468
	43453243
	PADRE domain
	
	
	

	
	
	
	TraesCS2A03G0162500
	42885653
	42890249
	Oligopeptide transporter, OPT superfamily
	
	oligopeptide transmembrane transporter activity
	vacuolar membrane

	AX-94523390
	2A
	766393871
	TraesCS2A03G1291700
	766878717
	766881558
	Glycoside hydrolase superfamily
	glucan catabolic process
	beta-glucosidase activity
	extracellular region

	
	
	
	TraesCS2A03G1292800
	767010884
	767016364
	Cytochrome P450
	
	oxidoreductase activity,
	membrane

	
	
	
	TraesCS2A03G1293100
	767257084
	767258570
	Zinc finger, Dof-type
	
	DNA binding
	nucleus

	
	
	
	TraesCS2A03G1292700
	766980658
	766987152
	WD40 repeat
	
	
	

	
	
	
	TraesCS2A03G1290000
	766553090
	766553733
	PLAT/LH2 domain
	
	
	

	
	
	
	TraesCS2A03G1287000
	765427444
	765433173
	Ran binding domain
	intracellular transport
	
	nuclear pore

	
	
	
	TraesCS2A03G1288600
	766319526
	766323925
	Pyruvate kinase
	glycolytic process
	kinase activity
	cytoplasm

	
	
	
	TraesCS2A03G1288700
	766332665
	766333328
	AUX/IAA protein
	regulation of DNA-templated transcription
	
	nucleus

	
	
	
	TraesCS2A03G1293400
	767343945
	767345285
	Zinc finger, Dof-type
	
	DNA-binding transcription factor activity
	nucleus

	
	
	
	TraesCS2A03G1291600
	766873059
	766874327
	DNA topoisomerase, type IIA, alpha-helical domain superfamily
	
	ATP binding
	

	
	
	
	TraesCS2A03G1294000
	767382097
	767383005
	Zinc finger, Dof-type
	
	DNA binding
	nucleus

	
	
	
	TraesCS2A03G1289700
	766528013
	766534044
	Translational (tr)-type GTP-binding domain
	
	GTP binding
	

	
	
	
	TraesCS2A03G1293200
	767294944
	767296180
	Zinc finger, Dof-type
	
	DNA binding
	nucleus

	
	
	
	TraesCS2A03G1289500
	766500310
	766501119
	AUX/IAA protein
	auxin-activated signaling pathway
	
	nucleus

	
	
	
	TraesCS2A03G1293500
	767364761
	767374131
	Glycoside hydrolase, family 32
	
	
	

	
	
	
	TraesCS2A03G1292200
	766956354
	766958025
	Isocitrate dehydrogenase NAD-dependent
	tricarboxylic acid cycle
	isocitrate dehydrogenase (NAD+) activity
	mitochondrion

	
	
	
	TraesCS2A03G1290500
	766645212
	766645887
	PLAT/LH2 domain
	
	
	

	
	
	
	TraesCS2A03G1289600
	766507198
	766509758
	WD40 repeat
	
	
	

	
	
	
	TraesCS2A03G1286700
	765403574
	765404205
	Thioredoxin-like superfamily
	
	
	

	
	
	
	TraesCS2A03G1287100
	765433715
	765435330
	Leucine-rich repeat, typical subtype
	
	
	

	
	
	
	TraesCS2A03G1293000
	767248945
	767254272
	Tetratricopeptide-like helical domain superfamily
	negative regulation of ethylene-activated signaling pathway
	
	

	
	
	
	TraesCS2A03G1287500
	766171571
	766172971
	Serine-threonine/tyrosine-protein kinase, catalytic domain
	protein kinase activity
	ATP binding
	

	
	
	
	TraesCS2A03G1291000
	766832708
	766833432
	PLAT/LH2 domain
	
	
	

	
	
	
	TraesCS1B03G1172600
	666274615
	666279496
	Ribosomal RNA methyltransferase, FtsJ domain
	rRNA methylation
	rRNA (guanine) methyltransferase activity
	nucleolus

	AX-95003297
	3A
	686121498
	TraesCS3A03G1035100
	686888355
	686893798
	serine carboxypeptidase
	proteolysis
	serine-type carboxypeptidase activity
	

	
	
	
	TraesCS3A03G1032800
	686369508
	686373537
	PB1 domain
	
	
	membrane

	
	
	
	TraesCS3A03G1033800
	686677237
	686679602
	F-box domain
	potassium ion transport
	potassium ion transmembrane transporter activity
	membrane

	
	
	
	TraesCS3A03G1036000
	686970506
	686979478
	Potassium transporter
	potassium ion transport
	potassium ion transmembrane transporter activity
	membrane

	
	
	
	TraesCS3A03G1032500
	686312444
	686315651
	F-box domain
	
	
	

	
	
	
	TraesCS3A03G1034900
	686854209
	686856851
	Leucine-rich repeat
	
	
	

	
	
	
	TraesCS3A03G1035200
	686901743
	686907012
	Initiation factor eIF-4 gamma, MA3
	regulation of translation
	RNA binding
	catalytic step 2 spliceosome

	
	
	
	TraesCS3A03G1035300
	686910184
	686911554
	Kelch repeat type 1
	
	
	

	
	
	
	TraesCS3A03G1032400
	686299934
	686301535
	Plant 2-oxoglutarate-dependent oxidoreductases
	
	metal ion binding
	

	
	
	
	TraesCS3A03G1033700
	686658200
	686662687
	F-box domain
	
	
	

	
	
	
	TraesCS3A03G1031800
	686266043
	686273021
	WD40 repeat
	intracellular protein transport
	ATP binding
	COPI vesicle coat

	
	
	
	TraesCS3A03G1031600
	686251024
	686253887
	Short-chain dehydrogenase/reductase SDR
	
	oxidoreductase activity
	

	
	
	
	TraesCS3A03G1036100
	686987547
	686988993
	NAF domain
	
	ATP binding
	

	
	
	
	TraesCS3A03G1034800
	686850458
	686854038
	Leucine-rich repeat
	
	ATP binding
	membrane

	
	
	
	TraesCS3A03G1035000
	686874693
	686875933
	F-box domain
	
	
	

	
	
	
	TraesCS3A03G1032000
	686279713
	686282548
	Jacalin-like lectin domain
	phenylpropanoid biosynthetic process
	carbohydrate binding
	apoplast

	
	
	
	TraesCS3A03G1030100
	685259009
	685263070
	Protein kinase domain
	
	ATP binding
	plasma membrane

	AX-94580041
	3D
	567207000
	TraesCS3D03G1012800
	566370615
	566371145
	Zinc finger, RING-type
	ubiquitin-dependent protein catabolic process
	metal ion binding
	membrane

	
	
	
	TraesCS3D03G1015000
	566981867
	566995758
	Agenet domain, plant type
	
	
	

	
	
	
	TraesCS3D03G1013900
	566765358
	566770854
	Ankyrin repeat
	
	
	

	
	
	
	TraesCS3D03G1015500
	567155961
	567157726
	F-box domain
	
	
	

	
	
	
	TraesCS3D03G1016100
	567418595
	567421748
	CASP-like protein 5
	
	
	

	
	
	
	TraesCS3D03G1013600
	566708955
	566725791
	Ankyrin repeat
	
	
	

	
	
	
	TraesCS3D03G1015300
	567145004
	567146620
	UDP-glucuronosyl/UDP-glucosyltransferase
	
	quercetin 3-O-glucosyltransferase activity
	cytoplasm

	
	
	
	TraesCS3D03G1015700
	567393560
	567395265
	Aspartic peptidase A1 family
	proteolysis
	aspartic-type endopeptidase activity
	

	
	
	
	TraesCS3D03G1016400
	567615697
	567616734
	CASP-like protein 5
	
	
	membrane

	
	
	
	TraesCS3D03G1015800
	567398951
	567400352
	Root cap
	
	
	

	
	
	
	TraesCS3D03G1015100
	567002323
	567003741
	F-box-like domain superfamily
	
	
	

	
	
	
	TraesCS3D03G1013200
	566514812
	566517271
	NB-ARC
	defense response
	ADP binding
	

	
	
	
	TraesCS3D03G1017300
	567796754
	567801938
	Vesicle-associated membrane-protein-associated protein
	
	
	endoplasmic reticulum membrane

	
	
	
	TraesCS3D03G1014500
	566934969
	566938214
	Peptidase C65, otubain
	
	ubiquitin binding
	

	
	
	
	TraesCS3D03G1014400
	566932248
	566933682
	F-box domain
	
	
	

	
	
	
	TraesCS3D03G1013500
	566699201
	566706611
	Ankyrin repeat
	
	
	

	
	
	
	TraesCS3D03G1014000
	566782046
	566783371
	F-box domain
	
	
	

	
	
	
	TraesCS3D03G1014800
	566969186
	566970703
	F-box-like domain superfamily
	
	
	

	
	
	
	TraesCS3D03G1014300
	566887909
	566891926
	Peptidase C65,  otubain, subdomain 2
	
	cysteine-type deubiquitinase activity
	

	AX-95097524
	5A
	693657692
	TraesCS5A03G1248500
	693968672
	693969593
	F-box domain
	regulation of DNA-templated transcription
	DNA-binding transcription factor activity
	nucleus

	
	
	
	TraesCS5A03G1249100
	693981998
	693983911
	Transcription factor GRAS
	regulation of DNA-templated transcription
	DNA-binding transcription factor activity
	nucleus

	
	
	
	TraesCS5A03G1250800
	694322861
	694323292
	Hydrophobic seed protein domain
	
	
	

	
	
	
	TraesCS5A03G1244500
	692682530
	692689976
	Myc-type, basic helix-loop-helix (bHLH) domain
	regulation of DNA-templated transcription
	protein dimerization activity
	nucleus

	
	
	
	TraesCS5A03G1247200
	693812514
	693816205
	PPC domain
	
	minor groove of adenine-thymine-rich DNA binding
	nucleus

	
	
	
	TraesCS5A03G1248700
	693971862
	693976460
	Signal recognition particle, SRP54 subunit, GTPase domain
	intracellular protein transport
	signal recognition particle binding
	endoplasmic reticulum membrane

	
	
	
	TraesCS5A03G1245100
	692946609
	692973660
	Helix-loop-helix DNA-binding domain superfamily
	regulation of transcription by RNA polymerase II
	protein dimerization activity
	RNA polymerase II transcription regulator complex

	
	
	
	TraesCS5A03G1249200
	694123525
	694123974
	Hydrophobic seed protein domain
	
	
	

	
	
	
	TraesCS5A03G1245900
	693119522
	693123060
	F-box-like domain superfamily
	
	
	

	
	
	
	TraesCS5A03G1247500
	693826842
	693828191
	SANT/Myb domain
	
	DNA binding
	

	
	
	
	TraesCS5A03G1247300
	693819257
	693821327
	Tubulin
	mitotic cell cycle
	GTP binding
	cytoplasm

	
	
	
	TraesCS5A03G1246600
	693550054
	693553902
	Cytochrome P450
	lignin metabolic process
	iron ion binding
	membrane

	
	
	
	TraesCS5A03G1251400
	694514105
	694515511
	Plant and Fungal Acyltransferase
	
	acyltransferase activity
	

	
	
	
	TraesCS5A03G1246800
	693586774
	693592119
	ABC transporter-like, ATP-binding domain
	
	ABC-type transporter activity
	membrane

	
	
	
	TraesCS5A03G1246000
	693186811
	693194235
	Transcription factor AIB/MYC-like
	regulation of DNA-templated transcription
	DNA-binding transcription factor activity
	nucleus

	
	
	
	TraesCS5A03G1248100
	693940840
	693942552
	Flavin monooxygenase FMO
	
	flavin adenine dinucleotide binding
	

	
	
	
	TraesCS5A03G1250600
	694306931
	694307437
	Hydrophobic seed protein domain
	
	
	

	
	
	
	TraesCS5A03G1251100
	694380098
	694380478
	Hydrophobic seed protein domain
	
	
	

	
	
	
	TraesCS5A03G1251200
	694404501
	694404905
	Hydrophobic seed protein domain
	
	
	

	
	
	
	TraesCS5A03G1245200
	693104215
	693107466
	Pentatricopeptide repeat
	
	
	

	
	
	
	TraesCS5A03G1245400
	693110904
	693112930
	NB-ARC
	
	
	

	
	
	
	TraesCS5A03G1244600
	692696939
	692702423
	Helix-loop-helix DNA-binding domain superfamily
	regulation of transcription by RNA polymerase II
	protein dimerization activity
	RNA polymerase II transcription regulator complex

	AX-95220897
	6B
	6628557
	TraesCS6B03G0019300
	5639201
	5640067
	NB-ARC
	defense response
	ADP binding
	

	
	
	
	TraesCS6B03G0019400
	6025414
	6031378
	Leucine-rich repeat domain superfamily
	defense response
	ADP binding
	

	
	
	
	TraesCS6B03G0019500
	6041029
	6053074
	NB-ARC
	defense response
	ADP binding
	

	
	
	
	TraesCS6B03G0019700
	6077589
	6087397
	Armadillo
	protein polyubiquitination
	ubiquitin protein ligase activity
	

	
	
	
	TraesCS6B03G0020400
	6206476
	6209545
	Leucine-rich repeat
	
	
	membrane

	
	
	
	TraesCS6B03G0021800
	6396832
	6398301
	F-box domain
	
	
	

	
	
	
	TraesCS6B03G0022100
	6622598
	6625061
	F-box domain
	
	
	

	
	
	
	TraesCS6B03G0022200
	6626180
	6626836
	F-box domain
	
	
	

	
	
	
	TraesCS6B03G0022400
	6653253
	6656792
	Protein kinase domain
	
	ATP binding
	

	
	
	
	TraesCS6B03G0022500
	6897656
	6899178
	F-box domain
	
	
	

	
	
	
	TraesCS6B03G0022600
	6902577
	6904805
	F-box domain
	
	
	

	
	
	
	TraesCS6B03G0022700
	6911203
	6914974
	Ankyrin repeat
	
	
	

	
	
	
	TraesCS6B03G0022800
	6919273
	6921999
	Domain of unknown function DUF4220
	
	
	membrane

	
	
	
	TraesCS6B03G0022900
	6924085
	6926402
	Acyl transferase/acyl hydrolase/lysophospholipase
	lipid catabolic process
	phospholipase activity
	

	
	
	
	TraesCS6B03G0023000
	6936001
	6937452
	F-box domain
	
	
	

	
	
	
	TraesCS6B03G0023500
	7089330
	7090701
	Pathogen-related defense protein
	
	
	

	
	
	
	TraesCS6B03G0023700
	7091353
	7092945
	Leucine-rich repeat
	
	
	

	
	
	
	TraesCS6B03G0023800
	7106977
	7108813
	UDP-glucuronosyl/UDP-glucosyltransferase
	
	quercetin 7-O-glucosyltransferase activity
	cytoplasm

	
	
	
	TraesCS6B03G0023900
	7115022
	7120828
	START domain
	lipid binding
	
	endoplasmic reticulum

	
	
	
	TraesCS6B03G0024000
	7164686
	7167146
	Domain of unknown function DUF4220
	
	
	membrane

	
	
	
	TraesCS6B03G0024300
	7232910
	7239589
	Protein kinase domain
	cell surface receptor signaling pathway
	calcium ion binding
	plasma membrane

	
	
	
	TraesCS6B03G0024800
	7432566
	7436828
	Chaperonin TCP-1, conserved site
	protein folding
	unfolded protein binding
	chaperonin-containing T-complex

	
	
	
	TraesCS6B03G0024900
	7497813
	7501390
	Cytochrome P450
	
	heme binding
	

	
	
	
	TraesCS6B03G0025000
	7523590
	7525907
	O-methyltransferase domain
	methylation
	O-methyltransferase activity
	

	
	
	
	TraesCS6B03G0025100
	7576423
	7578474
	Cytochrome P450
	
	monooxygenase activity
	membrane



