Supplementary materials

Supplementary material 1. Information regarding the species that had their genomes sequenced and the respective genome data. ni: no information.

	Species
	Common name
	Ploidy
	Number of chromosomes
	Genome size (Mb)
	Sequencing method
	Assembly method
	Number of genes
	Number of proteins
	Assembly BUSCO score (%)
	Annotation BUSCO score (%)
	Reference

	Citrus reticulata
	Mandarin or tangerine
	Diploid
	2n=2x=18
	328
	ni
	ni
	29,477
	29,477
	ni
	ni
	Data provided by Patrick Ollitrault (Cirad)

	Citrus medica
	Citron
	Diploid
	2n=2x=18
	342
	ni
	ni
	28,090
	28,090
	ni
	ni
	Data provided by Patrick Ollitrault (Cirad)

	Citrus maxima
	Pomelo
	Diploid
	2n=2x=18
	344
	ni
	ni
	30,101
	30,101
	ni
	ni
	Data provided by Patrick Ollitrault (Cirad)

	Citrus micrantha
	Small-flowered papeda
	Diploid
	2n=2x=18
	320
	ni
	ni
	29,258
	29,258
	ni
	ni
	Data provided by Patrick Ollitrault (Cirad)

	Citrus sinensis cv. Valencia
	Sweet orange
	Diploid
	2n=2x=18
	328
	WGS, Illumina GAII
	SOAPdenovo
	29,445
	44,275
	98.6
	96.1
	Wang et al. (2021)

	Citrus clementina cv. Clemenules
	Clementine
	Diploid
	2n=2x=18
	301.4
	WGS, Sanger
	Arachne
	24,533
	33,929
	98.6
	95.6
	Wu et al. (2014)

	Citrus limon Burm Primary
	Lemon
	Diploid
	2n=2x=18
	312.8
	Illumina e Oxford Nanopore
	Falcon, Polca
	32,894
	35,020
	96.0
	71.4
	Guardo et al. (2021)

	Citrus limon Burm Alternartive
	Lemon
	Diploid
	2n=2x=18
	324.7
	Illumina e Oxford Nanopore
	Falcon, Polca
	32,415
	34,577
	94.8
	69.9
	Guardo et al. (2021)

	Citrus ichangensis (C. cavaleriei) cv. XJC
	Ichang papeda
	Diploid
	2n=2x=18
	357
	WGS, Illumina
	SOAPdenovo e QUAKE
	32,067
	43,103
	99.0
	93.1
	Wang et al. (2017)

	Citrus australis
	Round lime
	Diploid
	2n=2x=18
	311
	PacBio CSS, HiFi
	Hifiasm
	29,464
	32,009
	98.9
	95.4
	Nakandala et al. (2023)

	Atalantia buxifolia cv. HKC
	Chinese box orange
	Diploid
	2n=2x=18
	316
	WGS, Illumina
	SOAPdenovo e QUAKE
	28,420
	65,499
	99.0
	96.2
	Wang et al. (2017)

	Fortunella hindsii
	Kumquat
	Diploid
	2n=2x=18
	324
	PacBio, Illumina, Hi-C
	Canu, Smartdenovo
	32,563
	32,563
	98.9
	97.7
	Wang et al. (2022)

	Poncirus trifoliata 1.3.1
	Trifoliate orange or Hardy orange
	Diploid
	2n=2x=18
	265
	PacBio, Illumina HiSeq2500, Hi-C
	Falcon
	25,537
	33,229
	98.4
	98.8
	Peng et al. (2020)




Supplementary material 2. Chromosome numbering correspondence of the C. maxima, C. limon Burm Primary, C. limon Burm Alternative, C. sinensis, C. australis, and F. hindsii species in relation to the reference genome of C. clementina species.

	
	C. clementina 
	C. maxima
	C. limon Burm Primary
	C. limon Burm Alternative
	C. sinensis
	C. australis
	F. hindsii

	CHROMOSOMES
	1
	4
	4
	4
	4
	4
	4

	
	2
	2
	2
	2
	2
	2
	2

	
	3
	5
	5
	5
	5
	5
	5

	
	4
	7
	7
	7
	7
	7
	7

	
	5
	3
	3
	3
	3
	3
	3

	
	6
	6
	6
	6
	6
	6
	6

	
	7
	1
	1
	1
	1
	1
	1

	
	8
	8
	8
	8
	8
	8
	8

	
	9
	9
	9
	9
	9
	9
	9




Supplementary material 3. Data related to RNAseq libraries from leaves of citrus species uninfected and infected by some type of pathogen.

	
	Species
	Libraries
	Plant organ
	Equipment
	N° of Spots
	N° of Gbases 
	Size (Gb)
	Publication date

	RNAseq libraries from leaves not infected by pathogens
	Citrus australis
	SRR22742835
	Leaves
	Illumina NovaSeq 6000
	125,175,966
	37.6
	10.7
	20/09/2023

	
	Citrus reticulata
	SRR25461105
	Leaves
	Illumina HiSeq X
	35,937,483
	10.8
	3.3
	31/07/2023

	
	Citrus medica
	SRR15495635
	Leaves
	BGISEQ-500
	77,084,932
	7.7
	4.4
	15/02/2022

	
	Citrus clementina
	SRR7614644
	Leaves
	Illumina HiSeq 4000
	35,422,940
	7.1
	2.9
	24/08/2019

	
	Citrus sinensis
	SRR24101860
	Leaves
	Illumina NovaSeq 6000
	25,942,280
	7.7
	2.4
	07/04/2023

	
	Citrus limon
	SRR18218357
	Leaves
	Illumina NovaSeq 6000
	23,210,113
	7
	2
	06/03/2022

	
	Citrus ichangensis
	SRR10356228
	Leaves
	BGISEQ-500
	22,603,433
	6.8
	2.7
	29/02/2020

	
	Poncirus trifoliata
	SRR7614646
	Leaves
	Illumina HiSeq 4000
	35,290,552
	7.1
	2.9
	24/08/2019

	
	Fortunella hindsii
	SRR9016287
	Leaves
	Illumina HiSeq 4000
	28,844828
	8.7
	3
	05/05/2019

	
	Species
	Libraries
	Plant organ
	Equipment
	N° of Spots
	N° of bases
	Size
	Publication date

	RNAseq libraries of leaves infected by some type of pathogen
	Citrus maxima
	SRR23719598
	Leaves
	HiSeq X Ten
	27,439,281
	8.2
	2.5
	29/03/2023

	
	Citrus medica
	SRR14004272
	Leaves
	Illumina HiSeq 2000
	57,722,890
	17.4
	5.9
	15/02/2022

	
	Citrus reticulata
	SRR14728280
	Leaves
	Illumina NovaSeq 6000
	46,986,230
	14.1
	4.2
	04/06/2021

	
	Citrus sinensis
	SRR14004267
	Leaves
	Illumina HiSeq 2000
	65,279,913
	19.7
	5.7
	15/02/2022

	
	Citrus limon
	SRR18218361
	Leaves
	Illumina NovaSeq 6000
	22,383,744
	6.7
	2
	06/03/2022

	
	Citrus ichangensis
	SRR10356230
	Leaves
	BGISEQ-500
	22,171,967
	6.7
	2.5
	29/02/2020

	
	Atalantia buxifolia
	SRR13480641
	Leaves
	Illumina HiSeq 2000
	65,279,913
	19.7
	5.7
	15/02/2022



Supplementary material 4. Comparison of the quantities of R genes and PRR receptors, identified and classified into the classes CN, CNL, MLO, N, NL, RLK, RLKGNK2, RLP, RPW8NL, T, TN, TNL, and UNKNOWN, in the ancestral species C. reticulata, C. maxima, C. micrantha, and C. medica, with the C. sinensis, C. clementina, C. limon Burm Primary, C. limon Burm Alternative, C. australis, C. ichangensis, A. buxifolia, P. trifoliata and F. hindsii species. Additionally, the total quantities of PRR receptors and R genes identified in each species, the total quantity of genes in the species, and the percentages of PRR receptors and R genes present in the genome of each species are shown.

	
	
	CN
	CNL
	MLO
	N
	NL
	RLK
	RLKGNK2
	RLP
	RPW8NL
	T
	TN
	TNL
	UNKNOWN
	Number of PRR receptors and R genes
	Number of genes in the species
	% of PRR receptors and R genes in the genome species

	Citrus reticulata
	Genes
	37
	250
	17
	44
	147
	102
	30
	26
	12
	19
	11
	56
	1,263
	2,014
	29,477
	6.83

	
	Proteins
	37
	250
	17
	44
	147
	102
	30
	26
	12
	19
	11
	56
	1,263
	2,014
	
	

	Citrus maxima
	Genes
	41
	227
	21
	48
	104
	95
	32
	18
	7
	14
	5
	19
	1,220
	1,851
	28,090
	6.59

	
	Proteins
	41
	227
	21
	48
	104
	95
	32
	18
	7
	14
	5
	19
	1,220
	1,851
	
	

	Citrus micrantha
	Genes
	20
	182
	17
	52
	100
	97
	35
	17
	6
	35
	26
	73
	1,239
	1,899
	30,101
	6.31

	
	Proteins
	20
	182
	17
	52
	100
	97
	35
	17
	6
	35
	26
	73
	1,239
	1,899
	
	

	Citrus medica
	Genes
	37
	139
	18
	54
	83
	88
	36
	25
	14
	33
	15
	55
	1,030
	1,627
	29,258
	5.56

	
	Proteins
	37
	139
	18
	54
	83
	88
	36
	25
	14
	33
	15
	55
	1,030
	1,627
	
	

	Citrus sinensis cv. Valencia
	Genes
	34
	195
	16
	35
	119
	83
	29
	7
	7
	43
	13
	72
	935
	1,588
	29,445
	5.39

	
	Proteins
	34
	238
	27
	39
	132
	97
	34
	7
	7
	43
	13
	83
	1,149
	1,903
	
	

	Citrus clementina
	Genes
	28
	175
	15
	10
	85
	97
	26
	6
	2
	26
	11
	82
	857
	1,420
	24,533
	5.79

	
	Proteins
	28
	180
	23
	11
	90
	118
	33
	6
	2
	29
	11
	89
	984
	1,604
	
	

	Citrus limon Burm Primary
	Genes
	56
	223
	18
	49
	84
	84
	37
	7
	8
	17
	10
	56
	828
	1,477
	32,894
	4.49

	
	Proteins
	56
	227
	18
	49
	85
	86
	38
	7
	8
	18
	10
	58
	854
	1,514
	
	

	Citrus limon Burm Alternative
	Genes
	54
	182
	18
	51
	88
	85
	23
	8
	4
	23
	9
	47
	808
	1,400
	32,415
	4.32

	
	Proteins
	55
	182
	20
	51
	88
	87
	24
	8
	4
	23
	9
	48
	828
	1,427
	
	

	Citrus australis
	Genes
	6
	20
	17
	8
	17
	87
	27
	30
	7
	12
	1
	0
	688
	920
	32,067
	2.87

	
	Proteins
	6
	25
	17
	9
	17
	93
	28
	30
	7
	13
	1
	0
	737
	983
	
	

	Citrus ichangensis
	Genes
	6
	20
	20
	24
	17
	15
	31
	59
	8
	4
	1
	1
	851
	1,057
	29,464
	3.59

	
	Proteins
	6
	23
	22
	24
	18
	18
	37
	59
	9
	5
	1
	1
	1,022
	1,245
	
	

	Atalantia buxifolia
	Genes
	8
	41
	22
	14
	46
	46
	20
	11
	5
	11
	3
	10
	627
	864
	28,420
	3.04

	
	Proteins
	10
	84
	46
	24
	76
	69
	40
	18
	5
	17
	3
	26
	1,230
	1,648
	
	

	Poncirus trifoliata 1.3.1
	Genes
	15
	188
	18
	12
	73
	108
	41
	1
	7
	27
	5
	45
	799
	1,339
	32,563
	4.11

	
	Proteins
	15
	220
	22
	13
	76
	128
	46
	1
	7
	27
	5
	75
	947
	1,582
	
	

	Fortunella hindsii
	Genes
	30
	376
	16
	26
	106
	125
	34
	4
	13
	27
	14
	51
	952
	1,774
	25,537
	4.60

	
	Proteins
	30
	376
	16
	26
	106
	125
	34
	4
	13
	27
	14
	51
	952
	1,774
	
	


	
[bookmark: _Hlk169678840]
Supplementary material 5. Chromosomal location of the CNL, TNL, and RLK classes in the ancestral species C. reticulata, C. medica, C. micrantha and C. maxima.
	
	C. reticulata
	C. medica
	C. micrantha
	C. maxima

	CNL
	chr5
	chr5
	chr7
	chr7

	TNL
	chr3
	chr3
	chr3
	chr3

	RLK
	chr2
	chr1
	chr1
	chr2




Supplementary material 6. Number of duplication events for each of the 12 receptor classes in the C. medica, C. micrantha, C. maxima, C. reticulata, C. clementina, C. sinensis, C. limon, C. australis, P. trifoliata and F. hindsii species.

	Species
	CN
	CNL
	MLO
	N
	NL
	RLK
	RLKGNK2
	RLP
	RPW8NL
	T
	TN
	TNL
	TOTAL

	Citrus medica
	0
	2
	2
	0
	0
	6
	3
	0
	0
	2
	0
	1
	16

	Citrus micrantha
	0
	6
	2
	0
	0
	5
	3
	1
	0
	2
	0
	2
	21

	Citrus maxima
	1
	25
	2
	1
	5
	5
	3
	0
	0
	1
	0
	3
	46

	Citrus reticulata
	1
	1
	2
	0
	0
	3
	4
	0
	0
	2
	0
	1
	14

	Citrus clementina
	0
	6
	1
	0
	1
	1
	3
	0
	0
	1
	0
	0
	13

	Citrus sinensis
	0
	1
	1
	0
	2
	4
	2
	0
	0
	1
	0
	5
	16

	Citrus limon Burm Primary
	0
	0
	1
	0
	0
	4
	1
	0
	0
	0
	0
	0
	6

	Citrus australis
	0
	0
	2
	0
	0
	5
	4
	0
	0
	1
	0
	0
	12

	Poncirus trifoliata
	0
	0
	2
	0
	0
	3
	6
	0
	1
	1
	0
	0
	13

	Fortunella hindsii
	0
	116
	2
	1
	8
	9
	4
	0
	0
	1
	0
	1
	142




Supplementary material 7. Demonstration of duplication events involving genes of the RLK class in the C. medica, C. micrantha, C. maxima, C. reticulata, C. clementina, C. sinensis, C. limon Burm Primary, C. australis, P. trifoliata and F. hindsii species. Genes involved in two or more of these events are highlighted with colored accents, while genes that were not inserted into any of the nine chromosomes are in red font.

	Species
	Duplication events for the RLK class
	Number on the chromosomes

	Citrus medica
	CITME_001t015860 (chr1):CITME_002t027420 (chr2)
CITME_001t015860 (chr1):CITME_002t018330 (chr2)
CITME_002t018330 (chr2):CITME_002t027490 (chr2)
CITME_001t015780 (chr1):CITME_002t027430 (chr2)
CITME_002t018300 (chr2):CITME_002t027430 (chr2)
CITME_002t001870 (chr2):CITME_004t029080 (chr4)
	chr1 = 2 ; chr2 = 6 ; chr4 = 1

	Citrus micrantha
	CITMI_001t015480 (chr1):CITMI_002t028800 (chr2)
CITMI_002t014730 (chr2):CITMI_002t028800 (chr2)
CITMI_002t014690 (chr2):CITMI_002t028830 (chr2)
CITMI_002t002490 (chr2):CITMI_004t026270 (chr4)
CITMI_001t015610 (chr1):CITMI_002t028790 (chr2)
	chr1 = 2 ; chr2 = 6 ; chr4 = 1

	Citrus maxima
	CITMA_002t014590 (chr2):CITMA_002t041020 (chr2)
CITMA_002t022630 (chr2):CITMA_002t041020 (chr2)
CITMA_001t017260 (chr7):CITMA_004t002340 (chr1)
CITMA_002t022850 (chr2):CITMA_002t041010 (chr2)
CITMA_002t014600 (chr2):CITMA_002t041060 (chr2)
	chr1= 1 ; chr2 = 7 ; chr7 = 1

	Citrus reticulata
	CITRE_001t014640 (chr1):CITRE_002t027370 (chr2)
CITRE_002t013780 (chr2):CITRE_002t027370 (chr2)
CITRE_002t001940 (chr2):CITRE_004t027690 (chr4)
	chr1 = 1 ; chr2 = 3 ; chr4 = 1

	Citrus clementina
	Ciclev10024833m (chr7):Ciclev10024971m (chr7)
	chr7 = 2

	Citrus sinensis
	Cs2g07100.2 (chr2):Cs4g11660.1 (chr1)
Cs2g07100.1 (chr2):Cs4g11630.1 (chr1)
Cs2g07160.1 (chr2):Cs2g22390.1 (chr2)
Cs2g07160.1 (chr2):Cs4g11730.1 (chr1)
	chr1 = 3 ; chr2 = 3

	Citrus limon Burm Primary
	CL2G005920011.t1_pri (chr2):CL2G008517011.t1_pri (chr2)
CL2G005913011.t1_pri (chr2):CL2G008521011.t1_pri (chr2)
CL1G002106011.t1_pri (chr7):CL4G012967011.t1_pri (chr1)
CL0G033803011.t1_pri (chrUN):CL2G006816011.t1_pri (chr2)
	chr1 = 1 ; chr2 = 4 ; chr7 = 1

	Citrus australis
	g21048.t1 (chr2):g6176.t1 (chr4)
g15616.t1 (chr7):g18401.t1 (chr1)
g19680.t1 (chr1):g23618.t1 (chr2)
g22278.t1(chr2):g23618.t1 (chr2)
g19677.t1 (chr1):g23619.t1 (chr2)
	chr1 = 3 ; chr2 = 4 ; chr4 = 1 ; chr7 = 1

	Poncirus trifoliata
	Ptrif.0001s1438.3 (chr1):Ptrif.0002s2640.4 (chr2)
Ptrif.0001s0242.2 (chr1):Ptrif.0007s1457.1 (chr7)
Ptrif.0002s0193.1 (chr2):Ptrif.0004s2633.1 (chr4)
	chr1 = 2 ; chr2 = 2 ; chr4 = 1 ; chr7 = 1

	Fortunella hindsii
	Fh2g31130.1 (chr2):Fh4g19050.1 (chr1)
Fh1g15350.1 (chr7):Fh4g02460.1 (chr1)
Fh2g31100.1 (chr2):Fh4g19170.1 (chr1)
Fh2g02010.1 (chr2):Fh7g32690.1 (chr4)
Fh2g16710.1 (chr2):Fh2g31170.1 (chr2)
Fh1g13060.1 (chr7):FhUn07120.1 (chrUN)
Fh1g12760.1 (chr7):FhUn07080.1 (chrUN)
Fh1g13070.1 (chr7):FhUn07140.1 (chrUN)
Fh1g12750.1 (chr7):FhUn07070.1 (chrUN)
	chr1 = 3 ; chr2 = 5 ; chr4 = 1 ; chr 7 = 1




Supplementary material 8. Distribution of RLK class clusters across the respective chromosomes with the highest prevalence of these genes in the C. maxima, C. reticulata, C. medica, C. micrantha, C. clementina, C. sinensis, C. limon Burm Primary, P. trifoliata, F. hindsii and C. australis species.

	Species
	Chromosome
	Number of clusters containing RLK genes
	Number of  RLK genes
	Number of RLK genes inserted in clusters
	Average RLK genes per cluster
	% of RLK genes inserted in clusters
	Largest number of RLK genes in a cluster

	C. maxima
	2
	13
	59
	55
	4,2
	93,2
	10

	C. reticulata
	2
	5
	22
	18
	3,6
	81,8
	9

	C. medica
	1
	6
	31
	30
	5,0
	96,8
	11

	C. micrantha
	1
	8
	32
	31
	3,9
	96,9
	9

	C. clementina
	1
	7
	35
	35
	5,0
	100,0
	11

	C. sinensis
	1
	4
	24
	23
	5,8
	95,8
	9

	C. limon
	2
	8
	45
	39
	4,9
	86,7
	10

	P. trifoliata
	1
	6
	28
	28
	4,7
	100,0
	14

	F. hindsii
	1
	8
	45
	44
	5,5
	97,8
	15

	C. australis
	1
	6
	29
	28
	4,7
	96,6
	8




Supplementary material 9. Gene composition of clusters A (cluster with the highest number of RLK genes) and clusters B (cluster containing RLK genes involved in two or more duplication events) in the C. maxima, C. reticulata, C. medica, C. micrantha, C. clementina, C. sinensis and C. limon species. The gene IDs in the respective clusters are shown, with genes involved in two or more duplication events highlighted in green and bold font, and genes involved in a single duplication event highlighted in yellow.

	Species
	
	
	Clusters

	C. maxima
	Cluster A
	chr2
	CITMA_002g022600, CITMA_002g022610, CITMA_002g022620, CITMA_002g022630, CITMA_002g022640, CITMA_002g022680 (UNKNOWN), CITMA_002g022710, CITMA_002g022720, CITMA_002g022730, CITMA_002g022760, CITMA_002g022780

	
	Cluster B
	chr2
	CITMA_002g040690 (RLKGNK2), CITMA_002g040700 (RLKGNK2), CITMA_002g040710 (RLKGNK2), CITMA_002g041010, CITMA_002g041020

	C. reticulata
	Cluster A
	chr2
	CITRE_002g001910, CITRE_002g001940, CITRE_002g001980, CITRE_002g001990, CITRE_002g002050, CITRE_002g002060, CITRE_002g002070, CITRE_002g002080, CITRE_002g002100

	
	Cluster B
	chr2
	CITRE_002g027090 (RLKGNK2), CITRE_002g027100 (RLKGNK2), CITRE_002g027360, CITRE_002g027370, CITRE_002g027410, CITRE_002g027420

	C. medica
	Cluster A
	chr1
	CITME_001g015660, CITME_001g015670, CITME_001g015680, CITME_001g015690, CITME_001g015700, CITME_001g015720, CITME_001g015740, CITME_001g015760, CITME_001g015770, CITME_001g015780, CITME_001g015800 (N), CITME_001g015810 (UNKNOWN), CITME_001g015820 (NL), CITME_001g015860

	
	Cluster B1
	chr2
	CITME_002g018270 (UNKNOWN), CITME_002g018300, CITME_002g018330

	
	Cluster B2
	chr2
	CITME_002g027160 (RLKGNK2), CITME_002g027170 (RLKGNK2), CITME_002g027420, CITME_002g027430, CITME_002g027450

	C. micrantha
	Cluster A
	chr2
	CITMI_001g015400, CITMI_001g015410, CITMI_001g015420, CITMI_001g015430, CITMI_001g015440, CITMI_001g015450, CITMI_001g015460, CITMI_001g015470, CITMI_001g015480

	
	Cluster B
	chr2
	CITMI_002g028790, CITMI_002g028800, CITMI_002g028830, CITMI_002g028840

	C. clementina
	Cluster A
	chr1
	Ciclev10007426m, Ciclev10007475m, Ciclev10010688m, Ciclev10007525m, Ciclev10007509m, Ciclev10007452m, Ciclev10007490m, Ciclev10007645m, Ciclev10007451m, Ciclev10007466m, Ciclev10007816m

	C. sinensis
	Cluster A
	chr1
	Cs4g11630, Cs4g11660, Cs4g11670, Cs4g11680 (UNKNOWN), Cs4g11690, Cs4g11700, Cs4g11730, Cs4g11750, Cs4g11760, Cs4g11780

	
	Cluster B
	chr2
	Cs2g07100, Cs2g07110, Cs2g07150, Cs2g07160

	C. limon
	Cluster A
	chr2
	CL2G005914011_pri, CL2G005917011_pri, CL2G005920011_pri, CL2G005922011_pri (UNKNOWN), CL2G005923011_pri (N), CL2G005924011_pri (UNKNOWN), CL2G005925011_pri, CL2G005927011_pri, CL2G005928011_pri, CL2G005930011_pri, CL2G005938011_pri, CL2G005941011_pri, CL2G005942011_pri

	P. trifoliata
	Cluster A
	chr1
	Ptrif.0001s1423, Ptrif.0001s1424, Ptrif.0001s1425, Ptrif.0001s2794, Ptrif.0001s1429, Ptrif.0001s1430, Ptrif.0001s1431, Ptrif.0001s1432, Ptrif.0001s1433, Ptrif.0001s1434, Ptrif.0001s2795 (CN), Ptrif.0001s2895 (UNKNOWN), Ptrif.0001s2995 (UNKNOWN), Ptrif.0001s1438, Ptrif.0001s1441, Ptrif.0001s1442, Ptrif.0001s1445

	F. hindsii
	Cluster A
	chr1
	Fh4g18870, Fh4g18890, Fh4g18900, Fh4g18910, Fh4g18920, Fh4g18950, Fh4g18990, Fh4g19000, Fh4g19010, Fh4g19020, Fh4g19030, Fh4g19040, Fh4g19050, Fh4g19060, Fh4g19070

	C. australis
	Cluster A
	chr1
	g19665, g19668, g19672, g19673, g19675, g19676, g19677, g19679

	
	Cluster B
	chr2
	g23617, g23618, g23619, g23620




Supplementary material 10. Comparative analysis of the presence and absence of genes inserted in the RLK cluster of the C. maxima species with 13 other grapefruit accessions.

	
	
	pum_HuanD
	pum_florD
	pum_indeD
	pum_chaH
	pum_ChonD
	pum_hf22D
	pum_cha2D
	pum_kaopD
	pum_tahiD
	Pum_HuazD
	pum_reinD
	pum_timoD
	pum_GuilD

	CLUSTER A
	CITMA_002g022600
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022610
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022620
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022630
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022640
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022680
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022710
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022720
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022730
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022760
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g022780
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	CLUSTER B
	CITMA_002g040690
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g040700
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g040710
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g041010
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITMA_002g041020
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1




Supplementary material 11. Comparative analysis of the presence and absence of genes inserted in the RLK cluster of the C. reticulata species with 16 other mandarin accessions. Green highlights the clusters that did not present the gene CITRE_002g001910; in yellow, the cluster that did not present the genes CITRE_002g001910 and CITRE_002g002060; and in blue, the cluster that did not present the gene CITRE_002g002060.

	
	
	man_ManWD
	man_owarD
	man_szinD
	man_nfmcD
	man_sunkD
	man_scshD
	man_JiaWD
	man_tachD
	man_ponkD
	man_DaoW1D
	man_kingD
	man_shekD
	man_avanD
	man_clo1D
	man_HezWD
	man_daoxD

	CLUSTER A
	CITRE_002g001910
	0
	1
	1
	1
	0
	1
	0
	1
	0
	1
	1
	0
	1
	1
	0
	0

	
	CITRE_002g001940
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g001980
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g001990
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g002050
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g002060
	1
	1
	1
	1
	1
	1
	0
	1
	1
	1
	1
	1
	0
	1
	1
	1

	
	CITRE_002g002070
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g002080
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g002100
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	CLUSTER B
	CITRE_002g027090
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g027100
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g027360
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g027370
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g027410
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITRE_002g027420
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1




Supplementary material 12. Comparative analysis of the presence and absence of genes inserted in the RLK cluster of the C. micrantha species with three other papeda accessions.

	
	
	pap_macrD
	pap_mic1D
	pap_melaD
	
	
	
	pap_macrD
	pap_mic1D
	pap_melaD

	CLUSTER A
	CITMI_001g015400
	1
	1
	1
	
	CLUSTER B
	CITMI_002g028790
	1
	1
	1

	
	CITMI_001g015410
	1
	1
	1
	
	
	CITMI_002g028800
	1
	1
	1

	
	CITMI_001g015420
	1
	1
	1
	
	
	CITMI_002g028830
	1
	1
	1

	
	CITMI_001g015430
	1
	1
	1
	
	
	CITMI_002g028840
	1
	1
	1

	
	CITMI_001g015440
	1
	1
	1
	
	
	
	
	
	

	
	CITMI_001g015450
	1
	1
	1
	
	
	
	
	
	

	
	CITMI_001g015460
	1
	1
	1
	
	
	
	
	
	

	
	CITMI_001g015470
	1
	1
	1
	
	
	
	
	
	

	
	CITMI_001g015480
	1
	1
	1
	
	
	
	
	
	




Supplementary material 13. Comparative analysis of the presence and absence of genes inserted in the RLK cluster of the C. medica species with eleven other citron accessions. In green, clusters that did not present the gene CITME_001g015660 are highlighted.
	
	
	cit_wc1D
	cit_e861D
	cit_wc3D
	cit_macvD
	cit_wc2D
	cit_macnD
	cit_diamD
	cit_humpD
	cit_cor1D
	cit_chinD
	cit_BdHD

	CLUSTER A
	CITME_001g015660
	1
	1
	1
	0
	0
	0
	1
	0
	1
	1
	0

	
	CITME_001g015670
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015680
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015690
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015700
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015720
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015740
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015760
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015770
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015780
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015800
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015810
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015820
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_001g015860
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	CLUSTER B1
	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	

	
	CITME_002g018270
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_002g018300
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_002g018330
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	

	CLUSTER B2
	
	
	
	
	
	
	
	
	
	
	
	

	
	CITME_002g027160
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_002g027170
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_002g027420
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_002g027430
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1

	
	CITME_002g027450
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1
	1



Supplementary material 14. Results of literature analysis on resistance or susceptibility to HLB (Huanglongbing), CTV (Citrus tristeza virus), Citrus canker, CiLV (Citrus leprosis virus), Alternaria alternata, Phytophthora spp., and Xylella fastidiosa in species C. maxima, C. reticulata, C. medica, C. micrantha, C. sinensis, C. clementina, C. limon Burm Primary, C. ichangensis, C. australis, A. buxifolia, F. hindsii, and P. trifoliata.
	Species
	Resistant to
	Susceptible to
	Reference

	C. maxima
	CTV, Alternaria alternata, Cancro cítrico 
	HLB (tolerant)
	(DAS, 2003; GAO et al., 2023; GHOSH et al., 2014; HALL et al., 2013; SOLEL; KIMCHI, 1997)

	C. reticulata
	Phytophthora spp., Cancro cítrico, Xylella fastidiosa
	HLB, Alternaria alternata, CTV
	(ALBRECHT; FIEHN; BOWMAN, 2016; BISWAS et al., 2019; DE CARVALHO et al., 2015; GAO et al., 2023; NIZA et al., 2015; PACHECO et al., 2012; YAN et al., 2017)

	C. medica
	Citrus canker, Alternaria alternata
	HLB
	(DENG et al., 2010; HALL et al., 2013; MCCOLLUM et al., 2016; SOLEL; KIMCHI, 1997)

	C. micrantha
	-
	-
	-

	C. sinensis
	Alternaria alternata
	HLB, Citrus Canker, Xylella fastidiosa, CTV, CiLV
	(BASTIANEL et al., 2018; BISWAS et al., 2019; CURTOLO et al., 2020; DE CARVALHO et al., 2015; DE SOUZA et al., 2007; DÍAZ; DEL RÍO; ORTUÑO, 2018; ECALE ZHOU et al., 2002; GAO et al., 2023)

	C. clementina
	Alternaria alternata
	HLB, Xylella fastidiosa, CiLV
	(BASTIANEL et al., 2018; BOVÉ; AYRES, 2007; KOIZUMI et al., 1993; REIS et al., 2007; WANG; TRIVEDI, 2013)

	C. limon
	Citrus canker, Alternaria alternata, Xyllela fastidiosa, CiLV
	HLB (tolerant)
	(BASTIANEL et al., 2018; BOVÉ; AYRES, 2007; CHIESA et al., 2019; GAO et al., 2023; SOLEL; KIMCHI, 1997; WANG; TRIVEDI, 2013)

	C. ichangensis
	Citrus canker
	-
	(DENG et al., 2010)

	Citrus australis
	HLB
	-
	(NAKANDALA et al., 2023)
	A. buxifolia
	CTV
	-
	(MESTRE et al., 1997)

	F. hindsii
	Citrus canker, Xyllela fastidiosa
	-
	(BOVÉ; AYRES, 2007; DAS, 2003)

	P. trifoliata
	CTV, Phytophthora spp., Xyllela fastidiosa
	Citrus canker, HLB (tolerant)
	(ALVES et al., 2021; BOAVA et al., 2011; BOVÉ; AYRES, 2007; CURTOLO et al., 2020; DAS, 2003; LIMA et al., 2018)




Supplementary_material_15_CN_DeepLoc_results.csv – Subcellular localization predictions for CN class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_16_CNL_DeepLoc_results.csv – Subcellular localization predictions for CNL class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_17_MLO_DeepLoc_results.csv
Subcellular localization predictions for MLO class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_18_N_DeepLoc_results.csv
Subcellular localization predictions for N class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_19_NL_DeepLoc_results.csv
Subcellular localization predictions for NL class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_20_RLK_DeepLoc_results.csv
Subcellular localization predictions for RLK class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_21_RLKGNK2_DeepLoc_results.csv
Subcellular localization predictions for RLKGNK2 class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_22_RLP_DeepLoc_results.csv
Subcellular localization predictions for RLP class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_23_RPW8NL_DeepLoc_results.csv
Subcellular localization predictions for RPW8NL class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_24_T_DeepLoc_results.csv 
Subcellular localization predictions for T class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_25_TN_DeepLoc_results.csv 
Subcellular localization predictions for TN class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.

Supplementary_material_26_TNL_DeepLoc_results.csv
Subcellular localization predictions for TNL class proteins obtained using DeepLoc. The table includes predicted localization sites, presence of signal peptides, membrane association types, and probabilities of localization across major cellular compartments.
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