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Table S1. List of genes within the collinear region of the Brassica napus blackleg resistant gene LepR2' in Brassica oleracea. [Supplied as separated Excel Sheet]


Table S2. Detailed statistics of domain structure analysis of the LRR, CC, FBD, MAPK and RLK genes within the collinear region of Brassica napus blackleg resistant gene LepR2’ in B. oleracea. 

	Gene ID
	Hit type
	PSSM-ID
	From
	To
	E-Value
	Bitscore
	Accession
	Short name
	Incomplete
	Superfamily

	Bo9g111490
	specific
	214730
	131
	203
	9.58E-19
	76.4142
	smart00579
	FBD
	 - 
	cl26765

	Bo9g111500

	specific
	214730
	379
	446
	3.07E-16
	72.9474
	smart00579
	FBD
	 - 
	cl26765

	
	specific
	311592
	167
	192
	6.01E-05
	39.6991
	pfam07723
	LRR_2
	 - 
	cl26855

	
	specific
	306992
	24
	69
	0.000242
	38.3654
	pfam00646
	F-box
	 - 
	cl02535

	Bo9g111510
	specific
	214730
	293
	364
	5.38E-20
	82.5774
	smart00579
	FBD
	 - 
	cl26765

	
	specific
	311592
	84
	109
	4.15E-05
	39.6991
	pfam07723
	LRR_2
	 - 
	cl26855

	Bo9g120720
	superfamily
	331614
	33
	340
	5.05E-37
	143.45
	cl26793
	LRR, PLN00113 
	C
	 - 

	Bo9g122300
	superfamily
	331614
	18
	1036
	1.80E-152
	478.959
	cl26793
	LRR-RLP,PLN00113
	 - 
	 - 

	Bo9g125910
	specific
	214730
	120
	187
	4.47E-18
	74.103
	smart00579
	FBD
	 - 
	cl26765

	Bo9g125930
	specific
	214730
	209
	280
	9.48E-19
	77.955
	smart00579
	FBD
	 - 
	cl26765

	Bo9g126120
	specific
	214730
	477
	546
	6.14E-15
	69.4806
	smart00579
	FBD
	 - 
	cl26765

	
	specific
	311592
	148
	173
	0.001493
	35.8472
	pfam07723
	LRR_2
	 - 
	cl26855

	Bo9g126140
	specific
	214730
	189
	255
	7.97E-12
	59.0802
	smart00579
	FBD
	 - 
	cl26765

	Bo9g119130
	specific
	270783
	5
	255
	5.96E-135
	388.417
	cd06606
	LRR, STKc_MAPKKK
	 - 
	cl21453

	Bo9g126150
	superfamily
	328722
	1
	104
	6.59E-47
	150.82
	cl21453
	LRR, MAPK, PKc_like
	N
	 - 

	Bo9g135700
	specific
	238068
	6
	128
	1.98E-20
	86.279
	cd00121
	MATH
	 - 
	cl02446

	
	superfamily
	330553
	206
	440
	0.000212
	43.5496
	cl25732
	CC, SMC_N
	NC
	 - 

	Bo9g113780 
	superfamily 
	215061
	45
	1004
	8.35E-107
	355.31
	cl33413 
	LRR-RLP, PLN00113 
	- 
	-

	Bo9g117290 
	specific 
	270968
	516
	781
	3.61E-94
	296.492
	cd14066 
	RLP, STKc_IRAK 
	- 
	cl21453

	
	superfamily 
	338505
	35
	385
	2.51E-28
	116.623
	cl38375 
	Malectin_superfamily 
	- 
	-

	Bo9g169800x) 
	superfamily 
	215061
	16
	659
	1.03E-73
	260.936
	cl33413 
	LRR, PLN00113 
	C 
	-

	
	superfamily 
	215061
	509
	822
	1.78E-30
	129.583
	cl33413 
	PLN00113 
	C 
	- 


x) The gene Bo9g169800 is not within the LepR2’ collinear region (rather located 8.15 Mbp apart), however, is included for expression analysis since it is homologous to JX880110, the cloned gene of B. napus blackleg resistant locus LepR3 (Larkan et al., 2013). 


Table S3: List of significant motifs identified in the LRR, CC and RLK genes within the collinear region of Brassica napus blackleg resistant gene LepR2’ in B. oleracea. 
	Motif No.
	Motif ID x)
	E-value
	Site
	Width
	Best possible match
	Associated Domain y)

	1
	NHSAPYNDPKNFWDEPAVVPECLLTHLEIFEWRQYENTVQQRKVAAC
	3.90E-21
	2
	47
	HHSAQYNDPMNFWDEPAVVPKCLLTHLEIFEWRQYENTVQQRKVAAC
	FBD

	2
	GTYGYMSPEYARGQELTYKSDVYSFGVVLLEVLTGRHP
	8.50E-22
	5
	38
	GTYGYMPPEYARGQQYTYKSDVWSFGVVVMEMATGRHP
	LRR, MAPK

	3
	KYVILQELLKJPRISTTCELVF
	1.20E-16
	6
	22
	KYRIMQELLKIPRCSTTCEVVF
	LRR

	4
	RPRDNGEPKVMFSSVPPCLISSLKFVELKSPILGYEGEIELVRYFLKNSR
	1.80E-09
	2
	50
	RHRDNGEPKVMFSSVPPCLISSLKFAELKSPILGYEGEIELVRYFLKNSR
	FBD

	5
	PVVCLPSJKTLHLYSVKYWNDESIAKLLSGCPVLED
	5.20E-11
	5
	36
	PAVCLPCIKTMHLYHVMYWKDESIAKLLKGCPALED
	LRR

	6
	DDKENHGFWINAPVLQTLNIKDTVSNFJMLEFMPEV
	3.40E-09
	2
	36
	DDKENHGFWINAPALQTLNIKDTVSNFIMLEFMPEH
	LRR

	7
	MVCNFFASISRARCLAISRITVKVIEKLEPQLQFPYLSQFSASFSMFDLK
	2.90E-08
	2
	50
	MVCNFFASISRARCLAISRITVKVIKKLEPQLQFPYLSQFSASFSMFDLK
	LRR

	8
	WEVRLEIAJGAARGLAYLHKDCEPNIIHRDVKSSNILLDEKFEAHLADFG
	3.80E-18
	3
	50
	WDQRYDIAIGAARGLAYLHHDCEPPIIHRDVKATNILLDEKFEAHLADFG
	LRR, MAPK

	9
	NRLEGTIPAEIGNLKELHVJDLSENKLTGSIPSSISGLESLELLDLSYNG
	1.60E-06
	4
	50
	NRMEGTIPAEIGNLKELHMIDLSHNKYTGHIPSAISGHQSLEQLDLSYNG
	LRR

	10
	DLSNNQFSGSJPESLGNLPKLTALSLENNAFSGEIP
	3.60E-06
	4
	36
	DLSNNHFSGHIPESLGNCPKLTHLDLDNNAFSGEIP
	LRR

	11
	LPSSLSSCPKLKSLILELN
	1.60E-05
	9
	19
	LPSWLWQCPKLKVLILRYN
	-

	12
	PWSGQGTGEFRSEIEALSKJRHRNLVSLJGYCDNKNDKLLIYDYMPNG
	7.30E-05
	3
	48
	MWCGQMMGEFQAEIEMLSKIRHRNLVSLIGYCDHKNDKLLIYDYMPNG
	MAPK

	13
	SWVKDSBCCKWDGIKCBA
	9.00E-03
	3
	18
	WWAKDSDCCQWDGIKCDA
	LRR

	14
	GEIPRWLGSCKKLQLLDLSDNGFVGEIPDWIGR
	3.10E-02
	3
	33
	GEIPRWLGSCKHLQLLDLSWNGFHGEIPDWIGR
	LRR

	15
	IGVGGFGVVYKATLPDGEKVAVK
	4.00E-02
	4
	23
	IGCGGFGVVYKATIPDGEKAAVK
	LRR


x) Motif distribution across genes is shown in Figure 4. Y) Only motifs associated with NB-ARC, LRR, TIR and RLP are mentioned.



[bookmark: OLE_LINK8]Table S4. List of primers used for qRT-PCR-based gene expression assay of LRR, CC, FBD, MAPK and RLK genes within the collinear region of Brassica napus blackleg resistant gene LepR2’ in B. oleracea.  

	Gene ID
	Forward Primer (5'-3')
	Reverse Primer (5'-3')
	Annealing (°C)
	Product size (bp)

	Bo9g111490
	[bookmark: OLE_LINK53]AGGTTTCACTGCCAAGGTAGAT
	[bookmark: OLE_LINK54]CGACTAATGGCTAGACATCTGG
	60
	138

	Bo9g111500
	[bookmark: OLE_LINK55][bookmark: OLE_LINK56]GCATTTTATCTACCCGATGGAG
	[bookmark: OLE_LINK57]ATGCATGAAAGCCTGGTTAAGTC
	59
	136

	[bookmark: _Hlk8035095]Bo9g111510
	[bookmark: OLE_LINK58]GTAATGATCCGGAGGTTGTTTC
	TGAGTTATTCGTCGGAGCTCTT
	58
	152

	Bo9g113780
	[bookmark: OLE_LINK61]ATGTCATCCCAGCGACTTATCT 
	[bookmark: OLE_LINK62]AGGTTTGTAACTCGACCAGGAA
	58
	153

	Bo9g120720
	ACCTTTCCGGTAACTCCTTCTC
	GAGCTGGATTTCTAGCCGTTTA
	57
	155

	Bo9g122300
	GAGACGCCTTATCTTCTTGGAA
	CGGAGGCTAAACTGAGTGAAGT
	59
	180

	Bo9g125930
	TTGCTGTCTTGAAACTCGAAAG
	GGGCAACTGGATAAAATCTTCA
	58
	136

	Bo9g126120
	[bookmark: OLE_LINK63]ACTAGAGAGAAACGCCTTGACG
	[bookmark: OLE_LINK64]CCAGGATATTCGCCTTAGTCAC
	60
	145

	Bo9g126140
	AACTCCAGAGAGAAACGTACCG
	CTGGCGTAAACTCAAGCATTAG
	59
	127

	Bo9g119130
	CGATGTACAATCTCCTCATGGA
	CCTCTCCGACCATAACATTCTG
	59
	192

	Bo9g126150
	[bookmark: OLE_LINK65]TACGACTACAGCAGCGACATTT
	[bookmark: OLE_LINK66]CAGGTGAGAATTGATCAGAAGG
	58
	175

	Bo9g135700
	AGTGATCTTGCGGAAGTAGGAG
	GATTTCTTCATATTGGACTTTGA
	58
	203

	Bo9g117290
	CACCAATCAACTGGAACTTGAA
	GACGTTGACTGCGTACTCTTTG
	58
	128

	Bo9g169800 x)
	TCTGAATCTCACGGGAAACC
	CTGGAAACTCGGTGGTGATT
	58
	113

	Bo-Actin1
	TCCATCGAGAAGAACTACGA
	GAGGCGCAACGACCTTATC
	58
	295

	Bo-Actin2
	GTCGCTATTCAAGCTGTTCTCT 
	GAGAGCTTCTCCTTGATGTCTC 
	59
	251

	Bo-Actin3
	ATCACACTTTCTACAATGAGC 
	TCGTAGATTGGCACAGTGTGAG 
	58
	241


x) The gene Bo9g169800 is not within the LepR2’ collinear region (rather located 8.15 Mbp apart), however, is included for expression analysis since it is homologous to JX880110, the cloned gene of B. napus blackleg resistant locus LepR3 (Larkan et al., 2013). 
Bo-actin1, Bo-actin2 & Bo-actin3 were designed from accession XM_013829442, JQ435879 & XM_013753106, respectively.
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