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[bookmark: _Hlk111821430]Fig. S1 20 motifs of BhbZIP genes. The height of the letters indicates the conserved amino acids, with different bases in different colors.
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Fig. S2 Synteny analysis of the bZIP genes between wax gourd, and (A) Arabidopsis, (B) Cucumber, (C) Rice, (D) Grapes. The different colour lines indicated gene blocks in wax gourd that were orthologous to the other genomes, which delineate the collinear bZIP gene pairs. (E)The numbers of bZIP genes forming syntenic pairs between wax gourd and other four species which visualized using Venn plot.
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Fig. S3 Alignment of BhbZIP58 with other Cucurbitaceae homologous proteins. The letters at the bottom indicate the conservatism of the base and the overall height from the letter piles at each point shows the sequence conservation at that position.
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Fig. S4 Clone of BhbZIP58. Marker, Trans 8000bp DNA Marker. The picture of gel was cropped.
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Fig. S5. Expression of BhbZIP58 in WT and 35S:BhbZIP58 seedlings. Values are means ± SDs (n = 3); **, p < 0.01 (Student’s t-test).


Table S1 Basic information of the bZIP genes identified in wax gourd
	Gene name
	GeneID
	ChrID
	Start：end
	Length(aa)
	PI
	MW(KDa)
	GRAVY

	BhbZIP1
	Bhi01G000318
	chr1
	7530748:7536413
	417
	9.05
	44.31
	-0.705

	BhbZIP2
	Bhi01G000868
	chr1
	23273843:23291175
	419
	6.11
	45.67
	-0.774

	BhbZIP3
	Bhi01G000872
	chr1
	23411561:23422206
	413
	6.44
	45.46
	-0.785

	BhbZIP4
	Bhi01G001186
	chr1
	32661852:32668840
	378
	7.94
	42.69
	-1.023

	BhbZIP5
	Bhi01G001706
	chr1
	53011531:53013251
	163
	6.15
	19.12
	-1.022

	BhbZIP6
	Bhi01G001873
	chr1
	58550380:58551754
	151
	5.61
	17.22
	-0.595

	BhbZIP7
	Bhi01G001913
	chr1
	60375671:60383941
	323
	7.11
	36.88
	-0.588

	BhbZIP8
	Bhi02G001384
	chr2
	45029004:45036543
	273
	7.89
	30.87
	-0.844

	BhbZIP9
	Bhi03G000687
	chr3
	17267714:17270928
	140
	5.11
	16.18
	-0.895

	BhbZIP10
	Bhi03G000814
	chr3
	21508563:21510071
	210
	7.74
	24.75
	-0.899

	BhbZIP11
	Bhi03G000984
	chr3
	26322523:26329349
	364
	6.49
	38.42
	-0.919

	BhbZIP12
	Bhi04G000003
	chr4
	57745:65058
	333
	9.62
	37.23
	-0.588

	BhbZIP13
	Bhi04G000176
	chr4
	4884614:4885915
	136
	6.11
	15.71
	-0.633

	BhbZIP14
	Bhi04G000330
	chr4
	8835126:8839407
	411
	9.58
	44.36
	-0.588

	BhbZIP15
	Bhi04G000415
	chr4
	11263231:11264074
	176
	7.06
	20.64
	-0.45

	BhbZIP16
	Bhi04G000795
	chr4
	24471147:24473685
	158
	10.56
	17.54
	-1.149

	BhbZIP17
	Bhi04G000896
	chr4
	27409625:27413653
	327
	6.33
	36.02
	-0.677

	BhbZIP18
	Bhi04G001290
	chr4
	40810370:40816363
	321
	8.56
	35.91
	-0.862

	BhbZIP19
	Bhi04G001359
	chr4
	43011626:43015983
	322
	9.48
	35.53
	-0.706

	BhbZIP20
	Bhi04G001371
	chr4
	43255315:43257783
	350
	7.86
	38.16
	-0.653

	BhbZIP21
	Bhi04G001577
	chr4
	50855951:50859846
	467
	5.92
	51.6
	-0.382

	BhbZIP22
	Bhi04G001617
	chr4
	53721120:53721711
	152
	8.32
	18.19
	-0.9

	BhbZIP23
	Bhi04G002048
	chr4
	67789639:67795009
	400
	6.69
	45.87
	-0.528

	BhbZIP24
	Bhi05G000290
	chr5
	9230572:9238888
	401
	6.78
	42.73
	-0.921

	BhbZIP25
	Bhi05G000555
	chr5
	22477177:22483880
	269
	6.49
	30.21
	-0.751

	BhbZIP26
	Bhi05G000928
	chr5
	38558704:38563060
	409
	9.49
	44.84
	-0.603

	BhbZIP27
	Bhi05G001473
	chr5
	55542151:55545169
	272
	5.87
	29.85
	-0.664

	BhbZIP28
	Bhi05G001531
	chr5
	56537548:56541372
	566
	6
	61.83
	-0.873

	BhbZIP29
	Bhi05G001533
	chr5
	56550412:56554943
	576
	6.84
	63.44
	-0.941

	BhbZIP30
	Bhi06G000246
	chr6
	6798813:6800063
	179
	6.31
	21.08
	-1.039

	BhbZIP31
	Bhi06G001517
	chr6
	49889635:49894255
	434
	6.35
	46.7
	-0.691

	BhbZIP32
	Bhi07G000420
	chr7
	20197966:20204947
	343
	5.97
	37.96
	-0.682

	BhbZIP33
	Bhi07G000619
	chr7
	26236299:26243837
	286
	8.87
	31.91
	-0.651

	BhbZIP34
	Bhi07G000824
	chr7
	32032058:32039171
	423
	7.12
	45.69
	-0.865

	BhbZIP35
	Bhi07G001014
	chr7
	37901498:37908733
	331
	8.92
	37.23
	-0.561

	BhbZIP36
	Bhi07G001174
	chr7
	42289776:42291848
	200
	6.11
	23.01
	-0.738

	BhbZIP37
	Bhi08G000051
	chr8
	2022959:2027458
	395
	7.76
	44.68
	-0.484

	BhbZIP38
	Bhi08G000880
	chr8
	34406425:34407567
	211
	6.51
	24.52
	-0.848

	BhbZIP39
	Bhi09G000681
	chr9
	18482223:18483529
	140
	8.09
	16.45
	-0.698

	BhbZIP40
	Bhi09G000917
	chr9
	26060663:26084212
	441
	6.21
	48.38
	-0.783

	BhbZIP41
	Bhi09G001219
	chr9
	37927622:37931189
	350
	6.81
	38.54
	-0.796

	BhbZIP42
	Bhi09G001870
	chr9
	61450898:61452333
	177
	6.29
	20.65
	-0.809

	BhbZIP43
	Bhi09G002211
	chr9
	70900539:70902105
	203
	9.45
	23.28
	-0.743

	BhbZIP44
	Bhi09G002310
	chr9
	73484963:73488510
	357
	4.45
	38.93
	-0.46

	BhbZIP45
	Bhi09G002631
	chr9
	82194776:82195425
	153
	9.62
	18.25
	-0.831

	BhbZIP46
	Bhi09G002846
	chr9
	87934169:87937265
	324
	6.14
	35.85
	-0.83

	BhbZIP47
	Bhi10G000025
	chr10
	983201:985428
	345
	7.62
	39.2
	-0.744

	BhbZIP48
	Bhi10G000031
	chr10
	1156663:1165193
	519
	6.78
	58.83
	-0.592

	BhbZIP49
	Bhi10G000691
	chr10
	17973917:17977572
	391
	6.86
	41.91
	-0.638

	BhbZIP50
	Bhi10G001078
	chr10
	32950605:32953718
	278
	7.17
	31.85
	-0.947

	BhbZIP51
	Bhi10G001457
	chr10
	46004337:46007733
	273
	6.26
	29.84
	-0.729

	BhbZIP52
	Bhi10G001591
	chr10
	49402470:49404070
	160
	5.37
	17.61
	-0.475

	BhbZIP53
	Bhi11G001061
	chr11
	37143787:37147045
	142
	9.42
	15.89
	-0.508

	BhbZIP54
	Bhi11G001648
	chr11
	55713254:55717815
	519
	6.85
	58.01
	-0.741

	BhbZIP55
	Bhi11G001911
	chr11
	62710703:62714289
	442
	8.64
	47.37
	-0.587

	BhbZIP56
	Bhi11G002213
	chr11
	71682473:71691648
	514
	6.73
	57.86
	-0.654

	BhbZIP57
	Bhi11G002318
	chr11
	74922564:74931505
	468
	8.41
	51.65
	-0.55

	BhbZIP58
	Bhi11G002347
	chr11
	75954267:75960158
	763
	6.39
	82.68
	-0.565

	BhbZIP59
	Bhi12G000925
	chr12
	31933500:31935616
	147
	5.75
	17.22
	-0.839

	BhbZIP60
	BhiUN613G6
	Contig613
	139383:145977
	387
	8.77
	42.51
	-0.791

	BhbZIP61
	BhiUN916G5
	Contig916
	105521:109140
	421
	6.86
	47.52
	-0.747



Table S2 Secondary structure and subcellular localization of the 61 BhbZIP gene family members.
	Gene name
	Alpha helix      
	Extended trand 
	Beta turn        
	Random coil      
	Subcellular localization 

	BhbZIP1
	26.14%
	4.32%
	2.40%
	67.15%
	Nucleus.

	BhbZIP2
	33.41%
	4.06%
	1.43%
	61.10%
	Nucleus.

	BhbZIP3
	36.56%
	4.84%
	1.94%
	56.66%
	Nucleus.

	BhbZIP4
	35.98%
	2.91%
	0.53%
	60.58%
	Nucleus.

	BhbZIP5
	51.53%
	3.07%
	1.84%
	43.56%
	Nucleus.

	BhbZIP6
	60.26%
	2.65%
	3.97%
	33.11%
	Nucleus.

	BhbZIP7
	57.59%
	7.43%
	2.79%
	32.20%
	Nucleus.

	BhbZIP8
	36.63%
	4.40%
	2.20%
	56.78%
	Nucleus.

	BhbZIP9
	72.86%
	2.86%
	5.00%
	19.29%
	Nucleus.

	BhbZIP10
	40.48%
	5.71%
	2.86%
	50.95%
	Nucleus.

	BhbZIP11
	25.27%
	4.67%
	1.65%
	68.41%
	Nucleus.

	BhbZIP12
	66.37%
	6.61%
	1.50%
	25.53%
	Nucleus.

	BhbZIP13
	71.32%
	2.21%
	1.47%
	25.00%
	Nucleus.

	BhbZIP14
	31.87%
	9.73%
	1.70%
	56.69%
	Nucleus.

	BhbZIP15
	67.61%
	2.84%
	1.14%
	28.41%
	Nucleus.

	BhbZIP16
	52.53%
	0.63%
	0.63%
	46.20%
	Nucleus.

	BhbZIP17
	37.61%
	6.73%
	2.75%
	52.91%
	Nucleus.

	BhbZIP18
	33.02%
	5.92%
	1.56%
	59.50%
	Nucleus.

	BhbZIP19
	41.30%
	5.59%
	1.55%
	51.55%
	Nucleus.

	BhbZIP20
	37.71%
	6.29%
	2.57%
	53.43%
	Nucleus.

	BhbZIP21
	50.75%
	10.71%
	2.57%
	35.97%
	Nucleus.

	BhbZIP22
	66.45%
	6.58%
	1.32%
	25.66%
	Nucleus.

	BhbZIP23
	59.00%
	8.00%
	2.75%
	30.25%
	Nucleus.

	BhbZIP24
	20.20%
	5.24%
	0.50%
	74.06%
	Nucleus.

	BhbZIP25
	47.58%
	2.60%
	1.12%
	48.70%
	Nucleus.

	BhbZIP26
	31.30%
	9.29%
	1.22%
	58.19%
	Nucleus.

	BhbZIP27
	27.94%
	11.40%
	1.47%
	59.19%
	Nucleus.

	BhbZIP28
	28.98%
	4.95%
	1.06%
	65.02%
	Nucleus.

	BhbZIP29
	30.21%
	3.82%
	1.56%
	64.41%
	Nucleus.

	BhbZIP30
	53.63%
	3.91%
	0.00%
	42.46%
	Nucleus.

	BhbZIP31
	37.79%
	2.53%
	0.92%
	58.76%
	Nucleus.

	BhbZIP32
	34.99%
	4.96%
	1.17%
	58.89%
	Nucleus.

	BhbZIP33
	43.01%
	2.80%
	1.05%
	53.15%
	Nucleus.

	BhbZIP34
	24.35%
	5.44%
	0.47%
	69.74%
	Nucleus.

	BhbZIP35
	68.88%
	3.93%
	1.51%
	25.68%
	Nucleus.

	BhbZIP36
	56.50%
	3.00%
	0.00%
	40.50%
	Nucleus.

	BhbZIP37
	57.47%
	3.80%
	2.28%
	36.46%
	Nucleus.

	BhbZIP38
	48.82%
	9.48%
	3.32%
	38.39%
	Nucleus.

	BhbZIP39
	67.86%
	2.14%
	2.86%
	27.14%
	Nucleus.

	BhbZIP40
	33.11%
	2.72%
	0.68%
	63.49%
	Nucleus.

	BhbZIP41
	35.14%
	7.14%
	2.29%
	55.43%
	Nucleus.

	BhbZIP42
	63.28%
	9.04%
	2.82%
	24.86%
	Nucleus.

	BhbZIP43
	41.87%
	11.82%
	0.49%
	45.81%
	Nucleus.

	BhbZIP44
	46.22%
	8.40%
	3.08%
	42.30%
	Nucleus.

	BhbZIP45
	64.71%
	7.84%
	0.00%
	27.45%
	Nucleus.

	BhbZIP46
	36.11%
	2.16%
	2.47%
	59.26%
	Nucleus.

	BhbZIP47
	44.35%
	2.90%
	0.87%
	51.88%
	Nucleus.

	BhbZIP48
	46.44%
	7.32%
	3.08%
	43.16%
	Nucleus.

	BhbZIP49
	30.43%
	4.35%
	1.53%
	63.68%
	Nucleus.

	BhbZIP50
	37.41%
	4.68%
	2.52%
	55.40%
	Nucleus.

	BhbZIP51
	28.94%
	9.16%
	4.03%
	57.88%
	Nucleus.

	BhbZIP52
	65.00%
	1.88%
	1.25%
	31.87%
	Nucleus.

	BhbZIP53
	66.20%
	3.52%
	1.41%
	28.87%
	Nucleus.

	BhbZIP54
	33.33%
	4.24%
	0.77%
	61.66%
	Nucleus.

	BhbZIP55
	32.35%
	4.75%
	1.81%
	61.09%
	Nucleus.

	BhbZIP56
	49.42%
	6.61%
	1.95%
	42.02%
	Nucleus.

	BhbZIP57
	52.78%
	7.05%
	1.50%
	38.68%
	Nucleus.

	BhbZIP58
	17.56%
	11.80%
	1.83%
	68.81%
	Nucleus.

	BhbZIP59
	62.59%
	3.40%
	1.36%
	32.65%
	Nucleus.

	BhbZIP60
	43.41%
	1.81%
	1.29%
	53.49%
	Nucleus.

	BhbZIP61
	33.49%
	 6.41%
	 1.43%
	58.67%
	Nucleus.



Table S3 Protein–Protein Interaction of online STRING 
	Gene
	Group
	protein families
	multiple sequences

	Bhi01M001706
	S
	NOG243340 
	bZIP3

	Bhi02M001384
	A
	NOG243340 
	AREB3

	Bhi04M000330
	A
	NOG243340 
	ABF2

	Bhi04M001290
	A
	NOG243340 
	AREB3

	Bhi04M001359
	A
	NOG243340 
	AT5G44080

	Bhi04M001617
	S
	NOG243340 
	bZIP3

	Bhi05M000555
	A
	NOG243340 
	GBF4

	Bhi05M000928
	A
	NOG243340 
	ABF3

	Bhi06M000246
	S
	NOG243340 
	bZIP3

	Bhi07M001174
	S
	NOG243340 
	bZIP42

	Bhi09M002211
	A
	NOG243340 
	AREB3

	Bhi12M000925
	S
	NOG243340 
	bZIP3

	Bhi04M000003
	D
	NOG06126 
	AHBP-1B

	Bhi07M001014
	D
	NOG06127
	AHBP-1B

	Bhi11M002318
	D
	NOG06128
	AHBP-1B

	Bhi01M000318
	G
	NOG06792 
	GBF3

	Bhi03M000984
	G
	NOG06792 
	bZIP16

	Bhi05M000290
	G
	NOG06792 
	bZIP68

	Bhi07M000824
	G
	NOG06792 
	bZIP16

	Bhi01M001186
	E
	NOG01780
	AT1G58110

	Bhi07M000619
	E
	NOG01780
	AT5G04840

	Bhi09M002846
	E
	NOG01780
	BZIP34

	Bhi10M001078
	E
	NOG01780
	BZIP34

	BhiUN916M5
	E
	NOG01780
	AT1G58110

	Bhi05M001531
	I
	NOG258298 
	AT4G38900

	Bhi05M001533
	I
	NOG258298 
	AT4G38900

	Bhi01M000868
	I
	NOG05447
	AT1G06070

	Bhi01M000872
	I
	NOG05447
	AT1G06070

	Bhi01M001913
	D
	NOG03329 
	TGA1

	Bhi04M002048
	D
	NOG03329 
	TGA7

	Bhi04M001577
	D
	NOG259341
	PAN

	Bhi07M000420
	I
	NOG258070 
	AT2G40620

	Bhi10M000691
	I
	NOG258070 
	AT2G40620

	Bhi08M000051
	D
	NOG02544, KOG0167 
	TGA9

	Bhi10M000031
	D
	NOG02544, KOG0167 
	TGA9

	Bhi06M001517
	C
	NOG03282 
	BZO2H3

	BhiUN613M6
	C
	NOG03282 
	BZO2H3

	Bhi05M001473
	F
	NOG08178 
	bZIP23

	Bhi10M001457
	F
	NOG08178 
	bZIP23

	Bhi11M002213
	D
	NOG258315
	TGA10

	Bhi04M001371
	I
	NOG258335 
	AT1G06070

	Bhi09M001219
	I
	NOG258335 
	AT2G40620

	Bhi01M001873
	S
	NOG270019 
	BZIP53

	Bhi09M000681
	S
	NOG270019 
	BZIP53

	Bhi09M001870
	S
	NOG270019, NOG269807 
	bZIP44

	Bhi11M001061
	S
	NOG270019 
	BZIP53

	Bhi03M000687
	S
	NOG269807 
	bZIP44

	Bhi04M000176
	S
	NOG269807 
	bZIP2

	Bhi10M001591
	S
	NOG269807 
	bZIP44

	Bhi11M001911
	A
	NOG257560 
	ABI5

	Bhi11M002347
	B
	NOG39651, NOG01724 
	BZIP17

	Bhi10M000025
	A
	NOG259163 
	DPBF2

	Bhi04M000896
	C
	NOG07729
	BZIP9

	Bhi04M000795
	H
	KOG1414 
	HY5

	Bhi09M000917
	C
	NOG10040 
	BZO2H1

	Bhi03M000814
	S
	NOG262435 
	bZIP6

	Bhi04M000415
	S
	NOG262435, NOG22462 
	bZIP6

	Bhi09M002310
	K
	COG2801 
	BZIP60

	Bhi11M001648
	J
	KOG0724, NOG08719 
	AT1G19490

	Bhi09M002631
	S
	NOG270233
	bZIP6

	Bhi08M000880
	S
	NA
	bZIP3



Table S4 Gene duplication type of the BhbZIP gene family
	gene
	duplication type
	gene
	duplication type

	Bhi01M000318
	Dispersed
	Bhi01M000868
	Proximal

	Bhi01M001186
	Dispersed
	Bhi01M000872
	Proximal

	Bhi01M001873
	Dispersed
	Bhi05M001531
	Proximal

	Bhi01M001913
	Dispersed
	Bhi05M001533
	Proximal

	Bhi03M000984
	Dispersed
	Bhi02M001384
	Transposed

	Bhi04M000330
	Dispersed
	Bhi04M000003
	Transposed

	Bhi04M000896
	Dispersed
	Bhi04M001290
	Transposed

	Bhi04M001371
	Dispersed
	Bhi04M001359
	Transposed

	Bhi04M002048
	Dispersed
	Bhi04M001577
	Transposed

	Bhi05M000290
	Dispersed
	Bhi04M001617
	Transposed

	Bhi05M000928
	Dispersed
	Bhi05M000555
	Transposed

	Bhi06M000246
	Dispersed
	Bhi07M000420
	Transposed

	Bhi06M001517
	Dispersed
	Bhi09M002211
	Transposed

	Bhi07M000619
	Dispersed
	Bhi11M001648
	Transposed

	Bhi07M000824
	Dispersed
	Bhi12M000925
	Transposed

	Bhi07M001014
	Dispersed
	Bhi01M001706
	WGD

	Bhi07M001174
	Dispersed
	Bhi03M000687
	WGD

	Bhi08M000051
	Dispersed
	Bhi03M000814
	WGD

	Bhi09M000917
	Dispersed
	Bhi04M000176
	WGD

	Bhi09M001219
	Dispersed
	Bhi04M000415
	WGD

	Bhi09M002310
	Dispersed
	Bhi04M000795
	WGD

	Bhi09M002846
	Dispersed
	Bhi05M001473
	WGD

	Bhi10M000025
	Dispersed
	Bhi08M000880
	WGD

	Bhi10M000031
	Dispersed
	Bhi09M000681
	WGD

	Bhi10M000691
	Dispersed
	Bhi09M001870
	WGD

	Bhi10M001078
	Dispersed
	Bhi09M002631
	WGD

	Bhi11M001911
	Dispersed
	Bhi10M001457
	WGD

	Bhi11M002213
	Dispersed
	Bhi10M001591
	WGD

	Bhi11M002318
	Dispersed
	Bhi11M001061
	WGD

	Bhi11M002347
	Dispersed
	



[bookmark: _Hlk111887836]Table S5 Selective pressure analysis of the BhbZIP gene family.
	Sequence
	Ka
	Ks
	Ka/Ks
	P-Value (Fisher)
	subgroup

	Bhi10M001457-Bhi05M001473
	0.162562
	1.62428
	0.100083
	1.40E-83
	F

	Bhi03M000687-Bhi04M000176
	0.318781
	3.33456
	0.095599
	0
	S

	Bhi03M000687-Bhi09M001870
	0.366946
	3.49006
	0.10514
	0
	S

	Bhi04M000176-Bhi09M001870
	0.334118
	3.08967
	0.108141
	0
	S

	Bhi04M000415-Bhi09M002631
	0.349425
	1.84631
	0.189255
	3.34E-46
	S

	Bhi03M000814-Bhi04M000415
	0.486807
	2.67982
	0.181656
	0
	S

	Bhi03M000814-Bhi09M002631
	0.789943
	1.66863
	0.473409
	4.57E-20
	S

	Bhi01M001706-Bhi08M000880
	0.563839
	2.65952
	0.212008
	0
	S

	Bhi10M001591-Bhi04M000176
	0.316717
	3.57502
	0.088592
	0
	S

	Bhi11M001061-Bhi09M000681
	0.34871
	2.07614
	0.167961
	0
	S

	Bhi01M000868-Bhi01M000872
	0.125671
	0.540027
	0.232711
	1.88E-31
	I

	Bhi05M001531-Bhi05M001533
	0.065622
	0.482551
	0.135989
	7.01E-53
	I




Table S6 Collinear bZIP gene pairs between species
	gene-pair

	Csa-Bhi

	CsaV3_1G041950-Bhi02M001384
	CsaV3_1G014770-Bhi08M000051

	CsaV3_2G025950-Bhi03M000814
	CsaV3_1G006310-Bhi08M000880

	CsaV3_2G029010-Bhi04M000176
	CsaV3_4G009880-Bhi08M000880

	CsaV3_2G026630-Bhi04M000330
	CsaV3_5G033640-Bhi08M000880

	CsaV3_2G025950-Bhi04M000415
	CsaV3_7G029950-Bhi09M000681

	CsaV3_2G031180-Bhi04M000896
	CsaV3_2G004160-Bhi09M000917

	CsaV3_1G019640-Bhi04M001371
	CsaV3_7G027650-Bhi09M000917

	CsaV3_2G033550-Bhi04M002048
	CsaV3_7G025120-Bhi09M001219

	CsaV3_3G048810-Bhi05M000290
	CsaV3_2G029010-Bhi09M001870

	CsaV3_3G001310-Bhi05M000290
	CsaV3_3G045480-Bhi09M001870

	CsaV3_2G016100-Bhi05M001473
	CsaV3_6G046670-Bhi09M001870

	CsaV3_2G004160-Bhi06M001517
	CsaV3_4G028620-Bhi09M002211

	CsaV3_5G010910-Bhi07M000420
	CsaV3_4G037700-Bhi09M002310

	CsaV3_5G035190-Bhi07M000619
	CsaV3_2G025950-Bhi09M002631

	CsaV3_3G001310-Bhi07M000824
	CsaV3_4G035230-Bhi09M002631

	CsaV3_5G036870-Bhi07M001014
	CsaV3_6G044300-Bhi09M002631

	CsaV3_1G006310-Bhi07M001174
	CsaV3_4G033330-Bhi09M002846

	CsaV3_5G033640-Bhi07M001174
	

	Ath-Bhi

	AT2G46270-Bhi01M000318
	AT5G38800-Bhi06M000246

	AT4G01120-Bhi01M000318
	AT5G15830-Bhi06M000246

	AT3G30530-Bhi01M001706
	AT2G40620-Bhi07M000420

	AT5G38800-Bhi01M001706
	AT5G04840-Bhi07M000619

	AT5G10030-Bhi01M001913
	AT2G35530-Bhi07M000824

	AT5G65210-Bhi01M001913
	AT1G13600-Bhi07M001174

	AT2G18160-Bhi03M000687
	AT2G04038-Bhi07M001174

	AT4G34590-Bhi03M000687
	AT1G08320-Bhi08M000051

	AT2G22850-Bhi03M000814
	AT3G30530-Bhi08M000880

	AT3G49760-Bhi03M000814
	AT5G60830-Bhi08M000880

	AT4G37730-Bhi03M000814
	AT5G15830-Bhi08M000880

	AT4G36730-Bhi03M000984
	AT3G62420-Bhi09M000681

	AT1G75390-Bhi04M000176
	AT4G02640-Bhi09M000917

	AT1G45249-Bhi04M000330
	AT1G75390-Bhi09M001870

	AT3G19290-Bhi04M000330
	AT3G49760-Bhi09M002631

	AT3G49760-Bhi04M000415
	AT2G36270-Bhi10M000025

	AT5G11260-Bhi04M000795
	AT3G44460-Bhi10M000025

	AT1G32150-Bhi05M000290
	AT2G16770-Bhi10M001457

	AT2G35530-Bhi05M000290
	AT4G35040-Bhi10M001457

	AT3G19290-Bhi05M000928
	AT1G75390-Bhi10M001591

	AT2G16770-Bhi05M001473
	AT2G18160-Bhi10M001591

	AT4G35040-Bhi05M001473
	AT4G34590-Bhi10M001591

	AT2G21230-Bhi05M001531
	AT3G62420-Bhi11M001061

	AT4G38900-Bhi05M001531
	AT2G36270-Bhi11M001911

	AT3G30530-Bhi06M000246
	

	Vit-Bhi

	VIT_02s0025g01020-Bhi01M000318
	VIT_13s0073g00430-Bhi07M000619

	VIT_15s0046g01440-Bhi01M000318
	VIT_02s0012g02250-Bhi07M000824

	VIT_12s0035g00620-Bhi01M001186
	VIT_13s0084g00660-Bhi07M001014

	VIT_14s0083g00700-Bhi01M001706
	VIT_01s0010g00930-Bhi07M001174

	VIT_04s0023g02430-Bhi01M001873
	VIT_06s0080g00360-Bhi08M000051

	VIT_18s0001g13040-Bhi01M001873
	VIT_14s0083g00700-Bhi08M000880

	VIT_07s0031g01320-Bhi01M001913
	VIT_07s0005g01450-Bhi09M000681

	VIT_18s0001g04470-Bhi01M001913
	VIT_14s0060g01210-Bhi09M000681

	VIT_04s0023g02430-Bhi03M000687
	VIT_07s0141g00170-Bhi09M000917

	VIT_18s0001g13040-Bhi03M000687
	VIT_04s0023g02430-Bhi09M001870

	VIT_18s0001g08710-Bhi03M000814
	VIT_18s0001g13040-Bhi09M001870

	VIT_04s0023g01360-Bhi03M000984
	VIT_18s0122g00500-Bhi09M002310

	VIT_18s0001g12120-Bhi03M000984
	VIT_18s0001g08710-Bhi09M002631

	VIT_04s0023g02430-Bhi04M000176
	VIT_12s0028g02590-Bhi09M002846

	VIT_18s0001g13040-Bhi04M000176
	VIT_19s0014g01780-Bhi09M002846

	VIT_03s0063g00310-Bhi04M000330
	VIT_06s0080g00340-Bhi10M000025

	VIT_18s0001g10450-Bhi04M000330
	VIT_08s0007g03420-Bhi10M000025

	VIT_18s0001g08710-Bhi04M000415
	VIT_06s0080g00360-Bhi10M000031

	VIT_04s0008g05210-Bhi04M000795
	VIT_06s0004g08070-Bhi10M000691

	VIT_04s0008g02750-Bhi04M000896
	VIT_12s0028g02590-Bhi10M001078

	VIT_18s0001g04470-Bhi04M002048
	VIT_03s0038g02420-Bhi10M001457

	VIT_02s0012g02250-Bhi05M000290
	VIT_03s0038g04450-Bhi10M001591

	VIT_03s0063g00310-Bhi05M000928
	VIT_04s0023g02430-Bhi10M001591

	VIT_03s0038g02420-Bhi05M001473
	VIT_18s0001g13040-Bhi10M001591

	VIT_03s0038g00860-Bhi05M001531
	VIT_07s0005g01450-Bhi11M001061

	VIT_18s0001g13740-Bhi05M001531
	VIT_14s0060g01210-Bhi11M001061

	VIT_01s0010g00930-Bhi06M000246
	VIT_08s0007g03420-Bhi11M001911

	VIT_14s0083g00700-Bhi06M000246
	VIT_08s0007g06160-Bhi11M002213

	VIT_07s0141g00170-Bhi06M001517
	VIT_08s0007g05170-Bhi11M002318

	VIT_14s0030g02200-Bhi06M001517
	VIT_08s0040g00870-Bhi11M002347

	Os-Bhi

	Os01t0658900-Bhi01M000318
	Os12t0152900-Bhi08M000051

	Os08t0472000-Bhi04M000330
	Os05t0443900-Bhi08M000051

	Os09t0456200-Bhi04M000330
	Os05t0129300-Bhi09M000681

	Os01t0174000-Bhi04M000795
	Os03t0796900-Bhi09M000917

	Os03t0336200-Bhi07M000420
	Os11t0152700-Bhi10M000031

	Os01t0859500-Bhi08M000051
	



[bookmark: _Hlk112848451]Table S7 Primers used in this study.
	Primer name
	
	Primer sequence

	BhbZIP58-qPCR
	F
	CCCAGAGAAGCTGGTGACAG

	
	R
	CTGAGCGGGGAAGAACACAT

	Actin (Bhi10G001911)
	F
	ATGTTCACAACCACTGCCGA

	
	R
	GTCGAGCGCAACATAAGCAA

	AtActin
	F
	TAACAGGGAGAAGATGACTCAGATCA

	
	R
	AAGATCAAGACGAAGGATAGCATGAG

	BhbZIP58 gene clone
	F1
	ATGGCCGACCCATTTGAGGTCG

	
	R1
	GAAGGATGAGGATACATCCCAGGAGGAGG

	
	F2
	AGGTCTAAGACAGCAGCTGAGTAGTAGT

	
	R2
	TTAAGTAGACACGAGATGAGGACCTGAG

	pSuper1300-BhiZIP58
	F
	caaatcgactctagaaagcttATGGCCGACCCATTTGAGG

	
	R
	cctcgcccttgctcaccatggtaccAGTAGACACGAGATGAGGACCT

	pYES2-BhbZIP58
	F
	gccgccagtgtgctggaattcATGGCCGACCCATTTGAGG

	
	R
	ccctctagatgcatgctcgagTTAAGTAGACACGAGATGAGGACCTG

	pBI121-BhbZIP58
	F
	acgggggactctagaggatccATGGCCGACCCATTTGAGG

	
	R
	cgatcggggaaattcgagctcTTAAGTAGACACGAGATGAGGACCTG

	pGBKT7-BD-BhbZIP58
	F
	tcagaggaggacctgcatatgATGGCCGACCCATTTGAGG

	
	R
	tttcggcctccatggccatatgTTAAGTAGACACGAGATGAGGACCTG
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Bhi 1 1M002347

XP_008443219.1_Cucumis_melo
XP_004136623.1_Cucumis_sativus
XP_022983721.1_Cucurbita_maxima
XP_023527764.1_Cucurbita_pepo_subsp._pepo
XP_022936172.1_Cucurbita_moschata
XP_022152020.1_Momordica_charantia

MREREEIDTRLTEKTLGSFVTPQRPIKTPFPFFNFFFFFFFNPKSKFNQEFQSKTLTMADPFEVVSPSDONPNSTTYAS
PFHLVSPSDQNPNSTSYAS
PFHPVSPSDQNPNSTSYAS
PIVVVPPSDQNPNSTAYAS
PIVVVPPSDQNPNSTAYAS
PVAEVWPSDQNPNSTTYAS
PIAE- - - -DQNPNPNPYASS

e e

D

MREREEIDTRLTEKTLGSFVTPQRPIKTPFPFFNFFFFFFFNPKSKFNQEFQSKTLTMADP++VVSPSDQNPNST+YASEFD

Consensus

Bhi11M002347 PLPIPPLDSLFFSDPNHDGPA- -DPFLYSTAL- - DLGF N FELTF LDNLYLPSEA FLISDNLDQTTNSPHSPPDV
XP_008443219.1_Cucumis_melo SLPIPPLDSLFFSDPNHDGPG- -DPFLYSTAL- - DLGF N FELTF L LCLPSEA FLISDNLDHPTNSPHLSPDV
XP_004136623.1_Cucumis_sativus SLPIPPLDSLFFSDPNHDGPG- -DPFLYSTAL- - DLGF N FELTF L LCLPSEA FLISDNLDHPTNSPHLPPDV
XP_022983721.1_Cucurbita_maxima SLPIPPFDSLFFSDPDHD-PG- -DPFLYSTAL- - DLGF N FELTF LDGLFLPSEA FLLSEDLDQTTNSLDLPPDI
XP_023527764.1_Cucurbita_pepo_subsp. _pepo SSILPIPPFDSLFFSDPDHD - PG- - DPFLYSTAL - - DLGF N FELTF LDGLFLPSEA FLISEDLDQTTNSLDLPPDI
XP_022936172.1_Cucurbita_moschata SLQIPPLDSLFFSDANSAAP- -DDPFVYSTPS - - NLGF N FELTF L LYLPSEA FLILENLDQTTNSQDSATDV
XP_022152020.1_Momordica_charantia SLQIPPLDSLFFSDPNHNVPGEE PFIYASGSAF.FGF NSDFELTF L LYLPSEA FLISE - - - - - - NSPESAPHV
Consensns b D DLGFDENSDFELTFDDLD, EADD = LD e PD

SLPIPPLDSLFFSDPNHDGPGE+DPFLYSTALAFDLGFDENDDFELTFDDLDDLYLPSEADDFLI SENLDQTTNSP+LPPDV

Bhi 1 1M002347 PLOQDD - - - - - - - ASVRVISSSPAASPGSRSSAVSCEQSP CKFPN-YQSSKLGTADS VST DSIS G SKRSRIVNCPSPDGS
XP_008443219.1_Cucumis_melo PLKDD- - - - - - - SSVPLCSPAGSPGSGSSAVSCQQSP R FLN—Yi LGTADS FSTGSGGCDSKGS VNSRSPELG
XP_004136623.1_Cucumis_sativus PL.D ——————— SSVPVCSPAGSPGSGSSAVSCHPSPHDCKFLN - Y LGTADS FSTGS GG SKGS VNSHSPELG
XP_022983721.1_Cucurbita_maxima PLOADRE - ASGDAAVRVCSPACSPGSGSSAVSCKQSP GEFLN-YQSSELRTADS FSTHS GG SKSSRIVNCPSPEHG
XP_023527764.1_Cucurbita_pepo_subsp. pepo PLQABDRE - ASGGAAVRVCISIPACSIPGSGSSAVSCKQSP GEFLN-YQSSELRTVDS FSTHS GG SKSSRIVNCPSPEHG
XP_022936172.1_Cucurbita_moschata PPOPARDSAADGAGVRVCSSEASPGSGSSAVSCEQSPNDCEFIN - SOSSKIPTADSGCFSTDSGG SKDPRIVNCPSPEHG
XP_022152020.1_Momordica_charantia PPQ------------------ GSPGSGSSAVSGDQSP C FL.NYQS SIKL RT S LS AHSGG SKASRVLNCSSPQHG
Consons P LO-D C_0SPpp icfiN YoiSkl. . TADSE DSK sR £

PLQDDRESASGGASVRVCSPAGSPGSGSSAVSC+QSPDDCKFLNNYQSSKL+TADSECFSTHSGGW’DSK+SRIVNCPSPEHG

Bhi11M002347 - - HEFSGGPARSQGSGRG- - - - - ISEGMNCP - §SNAECYDVISDQK I KSEE vGENCMT QDEGNADSRSARYR
XP_008443219.1_Cucumis_melo - - HEFSGGPASSQGSGSG-----VSEGMNCP - SSNAECYDVIVDQKVKSEE VGKNCMT QDEGNGDFRS AKYQ
XP_004136623.1_Cucumis_sativus - - HEFSGGPASSQGSGSG- - - - - VSEGMNCP - SSNAECYDVIVDQKVKS GKNCMT QDEGNADFRSAKYQ
XP_022983721.1_Cucurbita_maxima GGGSDHEFSGEPVSSQGSGSGNFDSGVSEGMNCR-SANAEYYDVS VDQKIKSEE I GKF CMT QDEGNADLRSSKYQ
XP_023527764.1_Cucurbita_pepo_subsp._pepo GGGSDHEF SIGE P ASSQGSIGSIGNF DSIGVSEGMNCR s SEINAEYYD Vs VDQKIKSEE I GKF CMT QDEGKADFRSSKYQ
XP_022936172.1_Cucurbita_moschata GG-SEQEFSGEPASSQGSGSGNFGSGVSEGITCP-SSNGEYYDVIVDQKIKS IG 1CMP LDEGNPDLRS AKYR|
XP_022152020.1_Momordica_charantia G- -SDQEFSGGPASSQGSGSGNCGSGVSEGINCP - SRDAEYYDDT VDQKIKS Ncma HDEGNADSRS AKYR

Dul, E NAE YDV VDQK:KSEE K KRKKEQDEGNAD_RSAKYoR:

GGGSDHEFSGGPAS SQGSGSGNF+SGVSEGMNCPS S SNAEYYDVIVDQKI KSEE IGKNCMTKRKKEQDEGNADFRSAKYQRS

Consensus

Bhi11M002347 SvPAETTDPQLGPCS VNV ARLMRNRESAQLERQ HYVEEL VRNMEST 1 AELNGE 1 SYMMAENAGLRQQLEs
XP_008443219.1_Cucumis_melo S VS|AEATNPQLGSCS IN ARLMRNRE S AQLSRQ HYVEEL VRNMHSTIAELNSKI[S YMMAENAGLRQQLSG
XP_004136623.1_Cucumis_sativus S VSTEATNPQLDPCSIN ARLMRNRE S AQLSRQ HYVEEL VRNMHSTIAELNSKI[SYIMAENAGLRQQLSG
XP_022983721.1_Cucurbita_maxima SVPAETTNPQLGS CAVN ARL IRNRESAHLSRQ HYVEEL VRIMHSTIAGLNSKI[SYMLAENAALRQQLSG
XP_023527764.1_Cucurbita_pepo_subsp._pepo S|V P AETI|D PQLGSIC A VN ARL IRNRESAQLSRQ HYVEEL VRSMHSTIAGLNSKI[SYMLAENAALRQQLSG
XP_022936172.1_Cucurbita_moschata SEPVESSNPQLSSCALN VRLMRNRE S AQLSRQ HYVEEL L AMHSTITILNS ISYVMAENAGLRQQLSG
XP_022152020.1_Momordica_charantia SGPADS/INPQLGSIAIN ARLMRN Q L VRTMHSTIAELNGKIS YMMAENAGLRQQLSG

E €~ NED: EKRK ' RLRNRES AQLSRQRKKAY! EELEDKYR .

SVPAETTNPQLGS CA+NEDEEKRKARLMRNRESAQLSRQRKKHYVEELEDKVRNMHST TAELNSKISYMMAENAGLRQQLSG

Consensus

Bhi11M002347 SlsMCQPPPPPGMYPHPSMP - - - PMPYTWMP CAPYVVERPQGSQVPLVP I PRLEPQQP AP vARCKENESKRAEGTTRRVAS VSL
XP_008443219.1_Cucumis_melo SGMCQPPPP - GMFPHPSMPPMPPMPYSWMPCAPYVVKPQGSQVPLVPIPRLKPQQPIPVARGKKTESKKTEGRTKKAASVSF
XP_004136623.1_Cucumis_sativus SGMCQPPPP - GMFPHPSMPPMPPMPYSWMPCAPYVVKPQGSQVPLVPIPRLKPQQPIPVARGKKTESKKIEGRTKKAASVSF
XP_022983721.1_Cucurbita_maxima NGMCQPPPP-GMYPHPSMP - - - PMEYPWVPCAPYVVKPQGSQVPLVPIPRLKPQQPASVARSKKNESKKAVGRTKKVASVSF
XP_023527764.1_Cucurbita_pepo_subsp._pepo [SIGMCQP PP P - GMY PHPSMP - - - PMSYPWVP CAPYVVKPQGSQVPLVPIPRLKPQOPASAARS KENESKKA VGRTRKVAS VS F
XP_022936172.1_Cucurbita_moschata SGMCQPPPP - GMYPHPSMA- - - PMS YPWMP CPPYVVKPQGSQVPLVPIPRLKPQQPAPAAKGKRNVS AIG TKKVASVSF
XP_022152020.1_Momordica_charantia SGMCQPPPP - GMYPHPSMA - - - PMTIYPWVPCAPYVVKPQGSQVPLVPIPRLKSQQPAPVARGKKNES TKKVASVSF

=
=

RKKEKKERKK

SGMCQPPPPPGMYPHPSMPPMPPM+YPWMPCAPYVVKPQGSQVPLVPI PRLKPQQPAPVARGKKNESKKAEGRTKKVASVSF

Consensus

Bhi 1 1M002347 LGLMLSFMLFGVLIPLANVNFENVGGGPSKLSFVGD - KVYNHNRRRILSVDGYSNLSDGVSVETPCGKSGTLNSLQ RIY
XP_008443219.1_Cucumis_melo LGLLFFIMVFGGLVPLAN FGNVGVVPGKLSFIGDNRLYNRNQGRVLRVDEHSNLSDGVNVGTHCGKS GTLNRLQ RIY
XP_004136623.1_Cucumis_sativus LGLLFFIMVFGGLVPLAN FGNVGVVPGKLSFVGDNRLYNQNQGRVLRVDEHSNLSDGVNVGTHCGKS GTLNRLQ RIY
XP_022983721.1_Cucurbita_maxima LGLLFFIMLFGGLVPVVN FGNVEGVPGKLAFVGD - SLYNQNHGRVLRVDRHFNLSDGGNVGTPCGKSGTLNRLQ GVY
XP_023527764.1_Cucurbita_pepo_subsp. pepo LGLLFF IMLFGGLVP VVN FGNVEGVPGKLAFVGD - SLYNQNHGRVLRVDRHFNLSDGGNVGTPCGKS GTLNRLQ GVY
XP_022936172.1_Cucurbita_moschata LGLLFFIMLFGGLVPIVNLRFRNVGGVPGTLAFVG —ILYNQNRG VLRVDKYSNLSNGLNVGTPCGKSDTLNLLQ EIH
XP_022152020.1_Momordica_charantia LGLLFFIMLFGGLVPVVNYV FGNVGGVPG.LAFVS LYNQNRERVLRVGRYSNLSNGVNVGTP CG| SGTLN.LQ RISV

oR| K D = RVLRVD D K RLOCE: xYR

Consensus = s
LGLLFFIMLFGGLVP+VNDRFGNVGGVPGKLAFVGDNRLYNQNRGRVLRVDRHSNLSDGVNVGTPCGKSGTLNRLQCERIYR

Bhi 1 1M002347 G| L.F QORGEGSQORLNDL SIKLGNASEPLVASLYVPRN LVKIDGNLIIHSFLAS AMASRRASDTNKG| TGLAI
XP_008443219.1_Cucumis_melo G| LNFDORGEKESQOHLND S SVELRNASEPLVASLYVPRN LVKIDGNLIIHSFLAS AMASRRASDT Al TGLAI
XP_004136623.1_Cucumis_sativus G| LNFDORGKESQORLNDS SVELRNAREPLVASLYVPRN LVKIDGNLIIHSFLAS AMASGKASDT Al TGLAI
XP_022983721.1_Cucurbita_maxima G| F NQQG| iHLN SNKSNKLGNASEPLVASLYVPRN LVKIDGNLIIHSFLAG AMAS RKASDTNKA| TGLAI
XP_023527764.1_Cucurbita_pepo_subsp._pepo EG] F NQQG| HLNDSNKSNKLGNASEPLVASLYVPRN LVKIDGNLIIHSFLAG AMAS RKASDTNKA TGLAI
XP_022936172.1_Cucurbita_moschata G| L FDQQRKGS QHMH S.S SKLGNASEPLVASLYVPRN LVKIDGNLIIHSFLAS AMAS(SRAS K G| TGLAI
XP_022152020.1_Momordica_charantia G| FDQQVEGPQHLH VGNGSEPLVASLYVPRN LVKIDGNLIIHSFLAS AMASHTAS Al TGLAI

KGRD:ct o KeSoi aDSoeS KLoNASE RNDKL\K1D EKAVAS: . ASDToRARE

KGRDLKFDQQGKGSQHLNDSDES +KLGNASEPLVASLYVPRNDKLVKIDGNLITIHSFLASEKAMASR+ASDTDKARETGLATI

Consensus .

Bhi11M002347 PRDLEPALFVRNI ALTSGQE - - - -DHTRITAADGRELOQWFREGL AGPMLSSIGLCFEVFQFDVE
XP_008443219.1_Cucumis_melo PRDLSPALTIPNI ALPSRPAN- - RDHKKATAVDGKLQQWFREGLAGPMLSSGLCTEVFQFDV[S
XP_004136623.1_Cucumis_sativus PRDLSPALTIPNI ALPSIGPAN- - RDHKKATAVDGKLQQWFREGLAGPMLSSGLCTEVFQFDV[S
XP_022983721.1_Cucurbita_maxima PRDLSPALFIPNI - - - - - - - - - - - - oo - oo oo oo ATAADGKLQQWFREGLAGPMLSSGLCTEVFQFDVS
XP_023527764.1_Cucurbita_pepo_subsp._pepo PRRDLSPALMIPNI - - - - - - - - - - - - - - ___ STAADGKLQQWFREGLAGPMLSSGLCTEVFQFD VS
XP_022936172.1_Cucurbita_moschata P LSPAITIPNIIESGGKHPHAYRNPAEQPKALTSGSANNLKIHI ATAADGKLQQWFREGLAGPMLSSGLCTEVFQFDVS
XP_022152020.1_Momordica_charantia PRDLSPALTIPNIRANGGKHS NVYRKPAEQPKALPSIGPANSLKDHIKATAADGKLQQWFREGLAGPMLSSGSICTEVFQFDVIS

R pu_KsaTAaDGK RE E

PRDLSPALTIPNIR++GGKH+++YR+PAEQPKALPSGPAN+L+DH+KATAADGKLQQWFREGLAGPMLSSGLCTEVFQFDVS

Consensus

Bhi 1 1M002347 STAPGAIIPASSIANTSSRTH NGS QVNKGKN ILGGLPVPLSGSNFNIT P VIRT S[H| SLPGNN-KTASSMVVS VLI
XP_008443219.1_Cucumis_melo STAPGAIVPASSLVNTS-RIH NGTHLNKGKN ILGGLPVPLSRSNFNIT PARNPH NFPGNNNKTASSMVVS VL I
XP_004136623.1_Cucumis_sativus STAPGAIVPASSLVNTS| - KTH NGTHLNKGKN ILGGLPVPLSRSNFNIT PVRNPH NFPGNNNKTASSVVVS VLI
XP_022983721.1_Cucurbita_maxima ATSPGVIIPASSIVNTS - RAHRGNATRLNKGKN ILGDLPVPLSGSNFNIT P VRNP R| SFPGNN-KTSSSMVVS VLI
XP_023527764.1_Cucurbita_pepo_subsp. pepo AISSIPGV I I PASS|I VNTS| - RAHRGNA T RLNEGEN ILGDLRVPLSGSNFNIT P VRNP R| SFPGNN-KTSSSMVVS VLI
XP_022936172.1_Cucurbita_moschata STSPGAIIPASSIANTS - GTH NATQLNKGRN ILGGLPVPLGGSSFNIT PVGNP R SFPGNN-KTASSIVVSVLI
XP_022152020.1_Momordica_charantia STSPGAIVPASSIANTS —.SH NATHLNKGRN ILGGLPVPLGGSNFNIT PVGNP R SFTGNN- KTASSMVVS VLI

=R KGxNRR EEPVRNP-KD K D

STSPGAIIPASS IVNTSSRTHRKNATHLNKGKNRRILGGLPVPLSGSNFNITEEPVRNPRKDSFPGNNNKTAS SMVVSVLID

Consensus

Bhi11M002347 PREAGDSEVDs VIFPRSLSRIFVvVvVLLDS VEY VEYS/cvL PRSIGPHL VT
XP_008443219.1_Cucumis_melo PREAGDSEVDGVITPKSLSRIFVVVLLDS VKYVIYSCVLPRSGPHLVST
XP_004136623.1_Cucumis_sativus PREAGDSEVDGVITPKSLSRIFVVVLLDS VKYVIYSCVLPRSGPHLVST
XP_022983721.1_Cucurbita_maxima PREAGDSEVDSVITPKSMSRIFVSVVLDS VKYVIYSCVLPRAGPHLVST
XP_023527764.1_Cucurbita_pepo_subsp._pepo PIREAGDSE VDGV ITPKSMSRI F vSlVVLDS|VEYVIVSCVLPRAGPHLVST
XP_022936172.1_Cucurbita_moschata PREAGDSEVDGVITPKSISRIFVVVLLDS VKYVIYSCVLPRSIGPHLVST
XP_022152020.1_Momordica_charantia PREAGDSEVDGVITPKSLSRVFVVVLLDSVKYVIYSCVLPRSGPHLVST

REAGDSEVD K

PREAGDSEVDGVITPKSLSRIFVVVLLDSVKYVTYSCVLPRSGPHLVST

Consensus





