Supplementary Table 1 Primer sequence and other characteristics of 153 polymorphic SSR markers used in characterization of F1 hybrid seedlings and genetic diversity analysis  
	Sr. No.
	Primer Name
	Forward
	Reverse
	Tm calculated

	1
	HvSSRCM-35
	TCTGTGATCTCTTCTTGTTTTCAACC
	ATCCCGTTGCAAAAGAGGGG
	58

	2
	HvSSRCM-5
	AGTTCCTGCACAATAAAGTTCAAGG
	ACAGTTGCTTGCTTAAGAGTTGC
	58

	3
	HvSSRCM-10
	TGGACCATCTTGAAATGTCTCC
	TGTGCGCATGAAAAATCTGC
	57

	4
	HvSSRCM-69
	TATGAGGGGTTTGCAGAGGG
	TCACCTGCAAAACAGTATAGCC
	58

	5
	HvSSRCM-92
	TGCTCGTGATGGTCAAGTGG
	TTCTCCCCTTTCTCGTGTGG
	58

	6
	HvSSRCM-8
	CCCTCCCATTCTCACCAAGC
	GGTGATGTTGGCTGTCAAGG
	58

	7
	HvSSRCM-67
	AGCATTCGGATTGGAGTCGG
	GCAAAATCTCCGGCTCAAGC
	58

	8
	HvSSRCM-12
	ACATAAGCTCATGTTCTATCACGG
	TGGTTTCTTTATCGTGTAGCTCG
	57

	9
	HvSSRCM-93
	CCGCCTCTGCTCCTATTTCC
	TGCTTCTTCATACCCCAGTGG
	58

	10
	HvSSRCM-241
	AGAGCTCTATATGACATCTTTAACCC
	GTCATTTTATGAGTTTTTCCTTCTCGG
	56

	11
	HvSSRCM-156
	ACAAAAGTTCTGCCCTTCCC
	GAATTCAAACTTACGGCGGC
	57

	12
	HvSSRCM-239
	TTGCTTTTATTTGTCAAGTTTTCGC
	GAAAACAGCTGAAGCCTGCC
	56

	13
	HvSSRCM-240
	AACAAACACCATACAAATTAGCCG
	CATGCCTCACAATCACTGCC
	57

	14
	HvSSRCM-257
	TTGATTTCTTCTGCTAGTTAATAAGCC
	TACTTACTGCTGCTGGTGCC
	56

	15
	HvSSRCM-316
	TGGACCGCTTGATCTTCTCG
	TCGAGACTCGCTAGGTTTGC
	58

	16
	HvSSRCM-183
	AAATGCTGAAGCTTTGCCCC
	ACAGTAGTAGAACAGATTAACCATGG
	57

	17
	HvSSRCM-307
	GGAGCCGTGGATCAGAAGG
	CAGCTTCACCTCACCTCTCG
	58

	18
	HvSSRCM-299
	CCTCATTTTTCCTGTGACAGAAAGG
	TTGCTTCGACCCCTCTTTCC
	58

	19
	HvSSRCM-159
	AAATGGTTGACTGGTTGGCC
	GTAACGTGGTTTCCCTTTGCC
	58

	20
	HvSSRCM-345
	CTCTTTTCTGGGTTTCTTCTGGG
	ACTAATAAGAACAACCCCTGACCC
	58

	21
	HvSSRCM-473
	ACGTTCAACCTTATTTTCATTCCG
	TGAACCCACCAAACCCACC
	57

	22
	HvSSRCM-471
	GTTGGTGTGTTTGCTGGTGG
	AGTATGGCTTGTTTGGCAGC
	58

	23
	HvSSRCM-560
	CAGCAAAAGGGGATCCTGGG
	GCCCTAACAAACATGAAATTCTTATGG
	57

	24
	HvSSRCM-466
	AATACTAGCTTCGCTCCCCC
	GATTGCTTGTGATGGCCAGG
	58

	25
	HvSSRCM-569
	AGAGCATATTGTGAACGTCTGG
	AACACGGTTTTCCCAATCCC
	57

	26
	HvSSRCM-576
	TCCCCTCTCTCTTCTCTCGC
	AGATCAATTTGAGCTGTGATCGG
	58

	27
	HvSSRCM-506
	ACCTTCCGCCATTTCTCCG
	TAACCAACAACCACACCAGC
	58

	28
	HvSSRCM-507
	GTTGATGATTTTACAATAACAGACCCC
	GTGTGTGTGTGTGTAGAGTAAGG
	57

	29
	HvSSRCM-512
	CCCTAAGGCTAATGTATAGAGGCC
	TGCGAATAATATTGGAATGCAAGC
	57

	30
	HvSSRCM-500
	TTTGGGGGAACTCTGGTTGC
	GCCAGACTAGTCACAAGTAAGC
	58

	31
	HvSSRCM-586
	ATTTAATGATGGGTGCGGCC
	CGAAAACATGGGAAATTCAACGG
	58

	32
	HvSSRCM-616
	TGGTCCCTATTGCCAAATGC
	CAGTGAAGGCTTCCGTATGC
	58

	33
	HvSSRCM-706
	AGTTTGAATCTGTACATGGAACGC
	TGATGTCAACTAAAAGCTTCTTGC
	57

	34
	HvSSRCM-769
	TGACAATCATCACGTACGCC
	CTGAATTATCTCTTTGTGTGTGTATCC
	56

	35
	HvSSRCM-771
	TGCCAACATTTTGTACCAAATGC
	TGTAAAGAGCGTTCGAACTCC
	57

	36
	HvSSRCM-729
	AGTTATACACAGAAGCGAAAAGACG
	TCTATCACCCAACATGGCCC
	58

	37
	HvSSRCM-781
	ACAATCATGCAATCAAATCATCACC
	GAACCGTCGGCTCAGATACC
	57

	38
	HvSSRCM-730
	AGGTCAGATCAGCACTGAATCC
	ATCCATCCAGCATACGTGGC
	58

	39
	HvSSRCM-784
	AGCGGAAAAGATAATGGGCC
	AGACACCGGAGCCTTAATCG
	58

	40
	HvSSRCM-601
	TTCAGTGTGGAGTTATGTCACG
	AGTTTGGGGCTTAGTGAGTGG
	57

	41
	HvSSRCM-881
	TTGCCTTGCCATTTGCTTGG
	AATTCAGAGTCTTGTAAAAGTAAAGGC
	56

	42
	HvSSRCM-826
	TGTGTATGCTTAGGAAATTCCAGC
	AACTTTATCGCAAAATAATCTGACCC
	57

	43
	HvSSRCM-832
	ACCCCTGAGCTAACAAACCG
	TCGATTGGTACAGCTCATTTGC
	58

	44
	HvSSRCM-861
	TCCTCGAACCCCACAAATGC
	TGGCTGCTTTCACTGGTACG
	58

	45
	HvSSRCM-830
	GCATGTAAATGCTGGTAAAGAGC
	CGCTAGTGCATTACCTCATTCG
	57

	46
	HvSSRCM-982
	TGAGGCAAATTATTAGACCTCCG
	CCTGCTTCAATTCCCATGATACC
	57

	47
	HvSSRCM-920
	ATCAGTTAATGGAATAGTTTCTGATGC
	TCTTGAGTCTACACCTACCATCG
	56

	48
	HvSSRCM-979
	AGGAGCTTGCTATTCAACAGG
	TTTGTTGGCTCTATGTTGGAGG
	57

	49
	HvSSRCM-977
	GTTGCCTCACTTCATCACATCC
	GCATGGCTGCTCCTTTAAAGC
	58

	50
	HvSSRCM-938
	AAACAGAAAGAGCTTATGATTTCGG
	TCTGATCACCTGACTTCAAGCC
	56

	51
	HvSSRCM-950
	TCACGTCACCATTCTTTAGGGG
	CCCTTAACTTACATACTCAAGTTGGC
	58

	52
	HvSSRCM-955
	CGGCTTTCAAGGTGTTGACG
	AATCTATCCCACGGCCATCG
	58

	53
	HvSSRCM-1047
	ATCCTTCTCCTCAAACTCAAAGG
	AGCGAGTTGTTCAATTTGATTGG
	57

	54
	HvSSRCM-1062
	TCATATTGGCTGGAAATAATGATTGGG
	AGCACCAACTGAGCTGTTCC
	58

	55
	HvSSRCM-1112
	ATGCGTGGATATGTGGTTGC
	CGCGGTATGCTATTCAAACCC
	58

	56
	HvSSRCM-1135
	AGTTTACCACGGACCTAGACG
	TGATCCCTTACACACGTGCC
	58

	57
	HvSSRCM-1131
	TGCTACACTCTCTATGTAATTTCCC
	AGTTTCACAAAGTCAATGAAAGAGG
	56

	58
	HvSSRCM-1085
	TTGGAGAATTAAGCTCAATTTTCGG
	TGAGAGTTGGCTAGCAATCCC
	57

	59
	HvSSRCM-1187
	AGAAAAATGAGGACGTGCGC
	CCTTCTTCTCTTTCAGCGTATGC
	58

	60
	HvSSRCM-1182
	TGGGTGATAGCTAGGTGTGC
	TAGCTCGCTGTTCTTCTCCG
	58

	61
	HvSSRCM-1113
	TTCACTGCCTCCTCACTTCG
	ACGTTTTTAATCGTTCGTGCC
	57

	62
	HvSSRCS-9
	GGAGACAAAATTTTAGCAATAGCAGC
	AGATGCCTTACGTTAGCATTCC
	58

	63
	HvSSRCS-39
	TCACCATGAATGTAGCAAGATTCG
	ATGTTCGTCATGTTTCGGCG
	58

	64
	HvSSRCS-2
	GGGTAACAAAAATTAGTGATGCGC
	AGCGTGGAAATTGCATTTGC
	58

	65
	HvSSRCS-33
	TGGATCTGTTTATTTTGCGGTGG
	GATCCAAAAACACGACGCCC
	58

	66
	HvSSRCS-32
	TCTTCTCCATCTCTTATCTTCTTCTCC
	TGTTCGGTATTGAATTTTACACTCG
	56

	67
	HvSSRCS-21
	GCTGTTTGTGGGGTTGATTGG
	ACCACCTTCCATCAAACCCG
	60

	68
	HvSSRCS-14
	CCACAGGGAAAGATGTAATGACC
	ATTTGGTACTGCACGGTCGG
	58

	69
	HvSSRCS-15
	TTCCAAGTCTTCTGGGGTCG
	AGGGTTGTTGCTTTGGTTGG
	59

	70
	HvSSRCS-43
	AGCAAATATTCCAACAGCTGGC
	AGTACAACAAAAACTGCCGGC
	59

	71
	HvSSRCS-85
	GTCGTCCTTCTTTGAGTCATTTCC
	TTGGGTTTTGCACAATCCCC
	59

	72
	HvSSRCS-49
	GATTGGTGAACACGTGCTACC
	TCCAACTTCGGATGAGCACG
	59

	73
	HvSSRCS-51
	TGTGTGTATGTGTATCTATGTGTACG
	ATTGAGATTCCATGGCCCGG
	57

	74
	HvSSRCS-81
	GAGATCCTTTTCCTTTGAGGTGG
	AGGGCTTATAATCAAAACACTCCC
	58

	75
	HvSSRCS-54
	TGGTTTCTTTATCGTGTAGCTCG
	ACATAAGCTCATGTTCTATCACGG
	57

	76
	HvSSRCS-86
	CGCAGCCTCTTTTTCTCTTGG
	ACGGAGACCATTTTGGATTGG
	58

	77
	HvSSRCS-61
	GGTCCCATTGCAAGGTCACC
	TTGGTGTCGGATTAGGACGC
	60

	78
	HvSSRCS-73
	TTTTCCACCGGTCCATCACG
	AGAGAATGGTTATGGAGAGGCG
	59

	79
	HvSSRCS-42
	TCTTTCCTCCTCTGGCATGC
	ATCCTGGAATTAGCGCTGGG
	60

	80
	HvSSRCS-45
	TGATCTGCGTAGGGGAGACG
	GTCAATCACAGGCTCACAGC
	59

	81
	HvSSRCS-68
	AGACACCTTTTCGAAGGGCC
	TCCAACACACTCTTGAAACCC
	58

	82
	HvSSRCS-69
	ACCGACTGACTGACTGTTGC
	CCTTCCTCATCGGGAACTGC
	60

	83
	HvSSRCS-116
	CAAATGCAGCTCTAATCCAATGC
	GAAGTTGGTTGAAGTGAGGCG
	58

	84
	HvSSRCS-102
	AGCCCATATTACTTATTCCAATAGTGC
	TCTCAAATAAATTAGACCTTGGATCCC
	57

	85
	HvSSRCS-113
	GTATGGTTATGATTCATTTCTTGAGGG
	TGATGAGAGAGAATTGTGGAATCC
	57

	86
	HvSSRCS-115
	GCACTTTACTCCTAATTCCATCTCG
	CCCTTCTCTCACCCATTCCG
	58

	87
	HvSSRCS-106
	ACAGACGCCTTCACACTTCG
	AGCAGCAATAATAAGAATCAATCGGG
	58

	88
	HvSSRCS-131
	GCGACCCCATTCCTTGTCC
	AGCAGACAAGTATGAAAGAGAAGC
	58

	89
	HvSSRCS-126
	GAGTAGGAAATTGACATGTCCTCG
	ATTGAAAGCAGCCAGGGAGG
	58

	90
	HvSSRCS-89
	TCTTCAAGTTTGGTGAGCTTCC
	TCTAACTACGCATGGGAAGGG
	58

	91
	HvSSRCS-125
	TGAAAAACAACACTAGGTTTTAAGGC
	AAGTGCCATTTATTTTGCCTTCC
	57

	92
	HvSSRCS-90
	TAAATCCGCAAGTCAGCACC
	GAGGTTTCGATCCTGTGGGG
	58

	93
	HvSSRCS-135
	ATCCAAAATTAAGACTATGTGAATCCG
	ACTATAGTGCTATCGTTTTGGCC
	56

	94
	HvSSRCS-137
	TCCCTTCTTCTGCTAGCACC
	TTGGACACGTTGATCATGGG
	58

	95
	HvSSRCS-172
	AGCACCTTCCGAATCTTGGC
	CGTTTCTTTTTGTTCTAATGCACGC
	58

	96
	HvSSRCS-155
	TGTATATATGTGTGCGCGTGC
	CAGTTACAGTTTTAAAACTACAGCACC
	57

	97
	HvSSRCS-156
	CTGTCTGTCGATTGAAAGTCGG
	ACTTTCACATGAGATCTATGGCG
	57

	98
	HvSSRCS-201
	AACTTCTTGGAGTCCAGGGG
	GAATGGGAGAAAACTAACAATTTCCC
	57

	99
	HvSSRCS-202
	GGTAGGGAACTATTGAGGGCC
	CGGAATTTGAAAGGAGGGATATGC
	59

	100
	HvSSRCS-206
	GCTCGATCTCGTTAAAGAAAAATGG
	CTTATTGATAGACCTTCTCCATTTGC
	56

	101
	HvSSRCS-175
	CAGTGAAGGCTTCCGTATGC
	TGGTCCCTATTGCCAAATGC
	58

	102
	HvSSRCS-170
	ATCCACTGAGATTGGTCCGG
	ACATCCCAACTCCCAGAACC
	59

	103
	HvSSRCS-186
	TCGAGTGGGAGGAAAATTGGG
	ACAAACTTGATTGATTGTCAAAAGCC
	58

	104
	HvSSRCS-168
	GTCAGCTGGGGCAAGTATGG
	ACCCAAATCCTGTCGTCACC
	60

	105
	HvSSRCS-196
	GTTTGCCAAACTAGCCAGCC
	TGGACCGCTTGATCTTCTCG
	60

	106
	HvSSRCS-194
	AGGGGTCTTGCTGGAAAACC
	GCAAAACAAACACTTGGAGACC
	58

	107
	HvSSRCS-222
	AATCACGGCAACAATCACGG
	AGGACATGATCTTGTTGATTGGC
	58

	108
	HvSSRCS-231
	TCCCTAGAGATGCCCAATGG
	GCTTTTAAGGCCCAACACGG
	59

	109
	HvSSRCS-225
	TAGCAACCGTAAGCACCTGG
	TGCTAGTTGCTATTCTTCTTCTCC
	57

	110
	HvSSRCS-237
	AGAACTGTCAAGTATTTGGGACC
	AAGCCACCATAAAAGGGAAGG
	57

	111
	HvSSRCS-249
	GTTGTCACTAAATGTATACTTTTTGCG
	AGGAAGATTCATCGCTAAAGAGG
	56

	112
	HvSSRCS-236
	CGCCACTCGTATGCATTTCC
	TGCTCCAAACCAGCTGTCC
	59

	113
	HvSSRCS-244
	TCCTTGTTGCTACGAGTCTACG
	GTTTCTTGGATTGCAAGCAAGG
	58

	114
	HvSSRCS-266
	GTAGCCGCGGTCTCTTATCC
	TTTTCTTGGGAATAAATAACAGCTCC
	56

	115
	HvSSRCS-260
	TCTTGTGGACTGGACTTGGC
	GGGCCAAGGTTTGTGATTGC
	60

	116
	HvSSRCS-278
	AGACATTCATGAATCACCCAGC
	TCACAGATTTGTTAACGTATGGAGC
	58

	117
	HvSSRCS-279
	GCAGCTAGCCACATCAAATCG
	TCCTGTCATGTTTTTCCACAGC
	58

	118
	HvSSRCS-298
	TGCACTAGGCTGTGATAAAGGG
	ACATCTCAATCTCAAATGCACCC
	58

	119
	HvSSRCS-292
	TGCAGTAAGTTTAGGGTTGTTAGC
	CCTCAACTCTCCTTCACAGCC
	58

	120
	HvSSRCS-280
	GCCATCATTGATCCACTTCAACC
	TCAGTGTGGGATAGGATCATGG
	59

	121
	HvSSRCS-281
	TCTCTTCCGTTTTTCGAAGGC
	GCTCATGCCAATTGATCAGATTCC
	58

	122
	HvSSRCS-289
	CATGCATGAGCTTCCTTCAGC
	TCCTCGGTGATATTGCAACCC
	59

	123
	HvSSRCS-288
	GCTGTGACAGTTAGAGATTGAAGC
	ATGCCTCATTGTTTTCCCCC
	58

	124
	HvSSRCS-300
	GAGATCTTCGTTTTTGGATATCTTCG
	AGAAGCCCACACTTTAGGTCC
	56

	125
	HvSSRCS-303
	AAGCCTCTTAAACCCCACGG
	TATTTGACTCCCTGCCCACG
	60

	126
	HvSSRCS-307
	TTCAAATGTTGAAACACAATTTGCC
	GAATATGACGAACGCACAGGG
	56

	127
	HvSSRCS-314
	ACCAGACATGTCCTTTTGATTCG
	GTCTGACCTGATGAGCCAGC
	58

	128
	HvSSRCS-308
	TGTCAAAAGATCTCACAAAATGCC
	GGGAGGAAATAATTGACTGTTGTGG
	57

	129
	HvSSRCS-304
	CTGACCCTTTGGCACATGC
	GGAAAGAAGATTCAGACTTTTCCCG
	58

	130
	CT 02
	ACGGTGCGTTTTGAGGTAAG
	TGACTGTTGGATTTGGGATG
	53

	131
	CT 19
	CGCCAAGCTTACCACTCACTAC
	GCCACGATTTGTAGGGGATAG
	57

	132
	CT 21
	CGAACTCATTAAAAGCCGAAAC
	CAACAACCACCACTCTCACG
	54

	133
	CTT 01
	TCAGACATTGAGTTGCTCG
	TAACCACTTAGGCTTCGGCA
	52

	134
	GT 03
	GCCTTCTTGATTTACCGGAC
	TGCTCCGAACTTCATCATTG
	53

	135
	CMS 4
	CCTCAAACCTTCTTCCAATCC
	CTGTAAAGTACATGCATGTTGG
	54

	136
	CMS 7
	CAGGATGCTTGTTGGTGATG
	ACAGTGGATACAAACATGCTGC
	55

	137
	CMS 16
	AAAGAAAAATGTTATGTGCATG
	GATGGAGTTTCTCTAGCTCCC
	49

	138
	CMS 17
	CTGTGCTCTCAAAGCTCCG
	TCAGATTCAGAGTCAATGGAGG
	56

	139
	CMS 26
	TGATGTCTTGATCCACACTTCC
	ACTCAAAGCTCCGCTACAGTG
	56

	140
	CMS30
	AACACCCCTTGGAGGGAG
	GCTGTTCACACACACAACCC
	56

	141
	CMS31
	CGTGCAGAGAAACTCAGATCC
	GCTGAAAAAGATTCATTTTGCC
	52

	142
	CMS39
	CTCAGCTCTCTGTCTCTCCTCC
	CTGGAGCAGGGTGACCTATC
	57

	143
	CMS 46
	TCAAACATCAGACGAAGCAA
	TGAATCTTTTGCCGAATTTTG
	50

	144
	CMS47
	GGATCCTCCACCATCTCGTA
	TTCTTCTTCCATGCCGACTT
	53

	145
	458
	CCCCCTCTTTTTCTCTTCCA
	TTCTGGGCTGGTAGGTTCAG
	55

	146
	571
	TCGCCCTCCCCCTGAAATTA
	GAAAGCCTGGTGGGAGCAGA
	57

	147
	497
	CGCAATTCAATTCCCTGTCT
	CGTCGAGCAACAAATCAAGA
	53

	148
	506
	AGCGGAGGAAAAAGGAAAAGG
	CATATGCCATCACCACCAAA
	53

	149
	495
	GGCCTTAAACCACCTTGACA
	TGAGGCTTTTGCTGTTGTTG
	53

	150
	CCSM 40
	ACAAGAGTCGCAACAATC
	GACAACAGTGGCAATACC
	50

	151
	CCSM 170
	GCCAATCAGCTAAGAGGGTT
	GGATCTGAGGTGCTCCTGCT
	55

	152
	CCSM 201
	AGCTAGGGTTCCCCAGATTC
	GGCCTCCAAGTACAACCAAA
	55

	153
	CCSM 204
	CTGGCTCAGCTCTGCTCATT
	ATGACATAATCGTGCCTGC
	55







Supplementary Table 2 Principle component analysis of F1 citrus hybrids derived from ‘Daisy’ tangerine (♀) × Carrizo citrange (♂)
	[bookmark: _GoBack]Trait Name
	Coefficients of PC1
	Coefficients of PC2
	Coefficients of PC3
	Coefficients of PC4
	Coefficients of PC5
	Coefficients of PC6

	LL
	0.191
	0.126
	0.140
	0.220
	0.014
	-0.179

	LW
	0.187
	-0.004
	0.257
	0.220
	-0.004
	-0.051

	RLL
	-0.004
	0.094
	-0.186
	0.016
	0.093
	-0.177

	PWL
	0.125
	0.249
	-0.119
	0.317
	0.075
	-0.190

	PW
	0.129
	0.207
	-0.143
	0.261
	0.004
	-0.032

	PL
	0.125
	0.249
	-0.119
	0.317
	0.075
	-0.190

	LT
	0.117
	-0.036
	-0.039
	-0.189
	-0.264
	-0.208

	NL
	0.240
	-0.035
	0.042
	-0.024
	0.138
	0.145

	LFW
	-0.006
	0.081
	0.148
	-0.007
	0.020
	-0.196

	LDW
	0.022
	0.007
	-0.039
	0.003
	-0.079
	-0.063

	LCC
	0.152
	-0.154
	-0.167
	0.145
	-0.046
	-0.061

	SL
	0.220
	0.039
	-0.049
	-0.043
	0.106
	-0.040

	NS
	0.211
	-0.062
	0.009
	-0.168
	0.088
	0.176

	BS
	0.200
	0.016
	0.098
	-0.042
	0.084
	0.111

	NB
	0.159
	-0.119
	0.036
	-0.075
	0.131
	0.153

	IL
	0.229
	0.158
	-0.020
	-0.011
	-0.001
	-0.08

	PH
	0.284
	0.046
	-0.044
	-0.030
	0.063
	0.051

	SG
	0.300
	-0.02
	0.114
	-0.075
	0.039
	0.022

	HT
	0.186
	0.123
	-0.033
	-0.027
	-0.034
	0.165

	BSH
	0.209
	-0.087
	0.083
	-0.160
	-0.010
	0.043

	VLC
	-0.044
	0.207
	0.139
	-0.074
	-0.057
	0.007

	SPI
	-0.171
	-0.068
	-0.072
	0.130
	-0.058
	0.036

	SD
	-0.043
	-0.048
	-0.158
	0.041
	0.042
	0.003

	SS
	0.164
	0.099
	0.023
	-0.128
	0.060
	0.011

	LLA
	-0.006
	0.207
	-0.357
	-0.081
	-0.025
	0.328

	LD
	0.021
	0.076
	-0.195
	-0.092
	-0.041
	-0.065

	STC
	-0.081
	0.204
	0.108
	-0.124
	0.079
	0.005

	VAR
	-0.020
	-0.216
	-0.087
	0.132
	-0.076
	0.026

	YLC
	-0.112
	0.219
	0.110
	-0.097
	0.031
	0.001

	ADC
	0.055
	-0.282
	-0.093
	0.141
	-0.026
	0.109

	ABC
	0.001
	-0.254
	-0.106
	0.171
	-0.102
	0.164

	LCCP
	0.073
	-0.253
	-0.195
	0.152
	-0.046
	-0.011

	LG
	-0.041
	-0.094
	0.004
	0.142
	0.431
	0.066

	LS
	-0.093
	-0.151
	0.172
	0.132
	-0.003
	-0.078

	LFL
	-0.100
	0.010
	0.160
	0.136
	0.253
	0.211

	LTH
	-0.041
	-0.094
	0.004
	0.142
	0.431
	0.066

	LC
	-0.091
	0.113
	0.294
	0.126
	-0.161
	0.072

	ABM
	0.161
	-0.022
	0.055
	0.088
	-0.203
	0.004

	ADM
	0.171
	0.005
	0.064
	0.084
	-0.079
	0.022

	ADV
	0.184
	-0.062
	0.043
	0.069
	-0.115
	0.071

	ABV
	0.196
	-0.064
	0.056
	0.010
	-0.017
	0.125

	LLS
	-0.014
	0.075
	0.121
	0.245
	-0.114
	0.309

	LAP
	-0.032
	0.112
	0.006
	0.185
	-0.250
	0.306

	LM
	-0.021
	0.121
	-0.024
	-0.104
	0.247
	0.004

	LBA
	-0.034
	0.038
	0.141
	0.149
	-0.281
	0.115

	LE
	0.021
	0.071
	0.162
	0.015
	-0.065
	0.165

	LO
	-0.028
	0.003
	-0.157
	-0.071
	-0.149
	-0.170

	PWG
	0.006
	-0.207
	0.357
	0.081
	0.025
	-0.328

	PWS
	-0.008
	-0.134
	0.121
	-0.012
	0.056
	-0.083

	PS
	-0.023
	-0.210
	0.083
	-0.191
	-0.001
	0.025

	PC
	0.077
	-0.203
	-0.201
	0.116
	0.008
	-0.151

	ST
	-0.217
	0.067
	-0.065
	0.099
	-0.006
	0.001

	SC
	0.149
	-0.032
	-0.034
	-0.160
	-0.153
	-0.091

	Eigenvalue
	8.937
	3.763
	3.351
	3.139
	2.869
	2.376

	Percentage of Variance
	16.86%
	7.10%
	6.32%
	5.92%
	5.41%
	4.48%

	Cumulative
	16.86%
	23.96%
	30.29%
	36.21%
	41.62%
	46.10%


Habitus (HT), Branch shape (BSH), Vegetative life cycle (VLC), Glandular spots on branches (GSB), Hairs on branches (HB), Spine (SPI), Spine Density (SD), Spine shape (SS), Glad spots on leaves (GSL), Leaf arrangement (LA), Leaf lamina attachment (LLA), Leaf division (LD), Shoot tip surface (STS), Shoot tip colour (STC), Leaf blade (LB), Stipule (STI), Variegation (VAR), Young leaf colour (YLC), Leaf blade colour comparison (LBCC), Adaxial colour (ADC), Abaxial colour (ABC), Lamina colour compared to petiole (LCCP), Leaf glossiness (LG), Leaf surface (LS), Leaf flexibility (LFL), Leaf thickness (LTH), Leaf fragrance (LFR), Leaf venation (LV), Abaxial midrib (ABM), Adaxial midrib (ADM), Adaxial vein (ADV), Abaxial vein (ABV), Leaf phyllotaxy (LP), Leaf lamina shape (LLS), Leaf apex (LAP), Leaf margin (LM), Leaf base (LBA), Leaf edge (LE), Leaf orientation (LO), Junction petiole and lamina (JPL), Petiole wing (PWG), Petiole wing shape (PWS), Petiole shape (PS), Petiole colour (PC), Petiole (PET), Stem type (ST), Stem colour (SC), Lamina length (LL), Lamina width (LW), Ratio=Lamina length /Lamina length (RLL), Petiole wing length (PWL), Petiole width (PW), Petiole length (PL), Leaf thickness (LT), No of Leaves (NL), Leaf fresh weight (LFW), Leaf dry weight (LDW), Leaf chlorophyll content (LCC), Spine length (SL), No of Spines (NS), Branch size (BS), No of Branches (NB), Internodal length (IL), Plant Height (PH) and Stem girth (SG)

