黄颡鱼引物

	Name
	Colne
	Rating
	SeqNo
	Length
	Tm
	GC%
	Product

size
	TaOpt
	Sequence
	ms
	Remark

	HLJ
	HSYA24
	84
	15
	19
	43.2
	47.4
	158
	48.6
	CTGACTCTTTAGGCTCTAC
	(CA)31
	Ha/Di

	
	
	
	172
	18
	43.9
	38.9
	
	
	ATCCTCAAGAAATAGCTG
	
	Di

	HLJCY001
	HSYA30
	100
	21
	18
	49.3
	44.4
	299
	48.1
	GAACAGAATGGGAATCGT
	(CA)33
	

	
	
	
	319
	18
	48.7
	44.4
	
	
	AAGAAGAAACCCTCAAGC
	
	

	HLJYC002
	HSYA31
	89
	1
	18
	43.4
	44.4
	141
	47.8
	GTCCACGATCATAGGTAT
	(GT)25
	Di

	
	
	
	141
	18
	42.8
	44.4
	
	
	ATAGTCATTCAGACCCAC
	
	

	HLJ
	HSYA32
	84
	333
	18
	60.0
	66.7
	206
	52.2
	GGTCTGGTCGGGCTGGTT
	(CA)13
	

	
	
	
	539
	18
	52.4
	44.4
	
	
	ATGCTTCGGTAAAAGGCT
	
	Ha/Di

	HLJYC003
	HSYA33
	86
	7
	18
	45.9
	50.0
	166
	48.4
	GATCCAGAGCAGACACTT
	(CA)49
	Di

	
	
	
	172
	18
	47.3
	38.9
	
	
	TCCATTTCTTACTTGCCT
	
	

	HLJYC004
	HSYA34
	100
	28
	19
	46.7
	42.1
	176
	49.8
	TCTTATCTTTCTCCCACAG
	(TC)7
	

	
	
	
	203
	18
	46.5
	44.4
	
	
	GGTTCTTACCTTCGCTAT
	
	

	HLJYC005
	HSYA34
	89
	206
	18
	48.2
	50.0
	228
	49.5
	AGCTCCACATACACCACA
	(CA)79
	Di

	
	
	
	433
	18
	47.3
	38.9
	
	
	TCTCGACGATCTTGATTT
	
	Di

	HLJYC006
	HSYA48
	92
	92
	18
	41.2
	33.3
	239
	47.5
	TATGTTCTTATTCTGGGT
	(CA)64
	

	
	
	
	330
	18
	41.2
	33.3
	
	
	ATTTAAAGCTGTGAGTGT
	
	Di

	HLJ
	HSYA49
	81
	23
	22
	44.1
	31.8
	268
	49.3
	TATCTGTCTATCTATCAACCTA
	(CA)74
	Fa

	
	
	
	290
	18
	45.2
	50.0
	
	
	GATTTCCTCTGGGTAGTC
	
	

	HLJYC007
	HSYA51
	87
	91
	18
	51.4
	50.0
	275
	53.1
	TCTCAGCTCCATCACCAA
	(TG)54
	Di

	
	
	
	365
	18
	52.0
	61.1
	
	
	GAGGGTCCCAGTCTTGTG
	(GA)16
	

	HLJ
	HSYA52
	82
	53
	18
	53.9
	50.0
	129
	49.1
	CAGCCCAAAATCATCCAG
	(CA)30
	

	
	
	
	139
	20
	51.9
	40.0
	
	
	GTCGACGATCAAATAAAGGT
	
	Di

	HLJYC008
	HSYA54
	85
	76
	20
	53.9
	45.0
	125
	50.9
	CAGGCACCCCTATCTTATTT
	(TG)38
	

	
	
	
	200
	20
	53.6
	50.0
	
	
	CAACATCGGTAAGCACTCAC
	
	Fa

	HLJYC009
	HSYA55
	86
	199
	18
	45.3
	50.0
	145
	47.9
	CTGAGGTAGAACAGCACA
	(TC)8
	

	
	
	
	243
	18
	47.4
	50.0
	
	
	GACGATCTGTGGAGTTTG
	(CA)6
	Di

	HLJ
	HSYA72
	94
	21
	20
	52.4
	40.0
	124
	51.3
	CTTCAAAATGACCTTTCCTG
	(CA)18
	

	
	
	
	144
	20
	53.7
	40.0
	
	
	TCAAGTTTAATCACCCGACA
	
	Di

	HLJYC010
	HSYA76
	92
	11
	18
	45.6
	38.9
	469
	47.7
	TCAGTTATGTGCCGATAT
	(TG)68
	Ha/Di

	
	
	
	479
	18
	45.8
	38.9
	
	
	GAGATTTGGGAATGTTCT
	
	Ha/Di

	HLJ
	HSYA77
	89
	225
	20
	51.9
	45.0
	131
	47.6
	GCAGCTAAATCACATCCTCT
	(TG)21
	Di

	
	
	
	355
	23
	49.9
	30.4
	
	
	GTTGAACTAAGCATATTACCATA
	
	Ha/Di

	HLJYC011
	HSYA79
	87
	3
	18
	449.5
	44.4
	224
	49.4
	CGACGATCTGCTGTAAAA
	(TG)20
	Di/Fa

	
	
	
	226
	18
	49.9
	44.4
	
	
	AGTCCCACAAGGTGAAAA
	
	Di

	HLJYC012
	HSYA80
	90
	29
	18
	47.0
	44.4
	240
	51.1
	AGACTTGGTTTCAGGCTA
	(CA)21
	

	
	
	
	268
	19
	547.4
	36.8
	
	
	CATTCCCATGGTACATATT
	
	Ha/i

	HLJ
	HSYA80
	85
	349
	18
	45.0
	50.0
	192
	48.3
	CAGGATGTGACAGACATG
	(CA)43
	Ha/Di

	
	
	
	540
	18
	45.2
	33.3
	
	
	AAATCTTTCAATCCCTCT
	
	

	HLJ
	HSYA81
	88
	245
	20
	53.4
	50.0
	101
	48.9
	CCTAGTACAAAGACATGCCG
	(TG)17
	Di

	
	
	
	345
	20
	51.6
	45.0
	
	
	TATCCTTGAAGAACTCGTCC
	
	

	HLJ
	HSYA82
	88
	73
	24
	52.9
	37.5
	179
	52.0
	AAATACTTTAGTCTGTACTGGCAC
	(CA)50
	Di

	
	
	
	251
	21
	53.4
	47.6
	
	
	CGATCTGAGGGATTAGAGTGT
	
	Di

	HLJ
	HSYA84
	88
	13
	18
	44.8
	33.3
	193
	47.5
	CATGATGTTCGATTCTTT
	(TG)30
	Di

	
	
	
	205
	18
	45.2
	44.4
	
	
	CTTGGATACAGCGATAAC
	
	

	HLJ
	HSYA85
	96
	91
	18
	44.7
	50.0
	157
	47.8
	CCTTCAGTAGTTGAGCAG
	(CA)32
	

	
	
	
	247
	20
	44.4
	30.0
	
	
	CTTTTCTAATCAGGAGTAAA
	
	Ha/Di

	HLJ
	HSYA87
	82
	45
	18
	50.8
	50.8
	200
	48.8
	CCCTCACAAATCCTCACA
	(CA)28
	Fa

	
	
	
	244
	18
	46.9
	44.4
	
	
	AAACAGAATCAGGCTCAG
	
	

	HLJ
	HSYA88
	85
	7
	20
	46.1
	40.0
	179
	48.9
	GATCCAACTCTGTATCAAAC
	(CA)53
	Di

	
	
	
	185
	20
	45.3
	30.0
	
	
	CATAGAAATTAGTGGTGAAA
	
	

	HLJYC013
	HSYA89
	98
	291
	18
	53.0
	55.6
	202
	50.8
	GACCCAGTTCCCACATTG
	(CA)23
	

	
	
	
	492
	18
	52.0
	55.6
	
	
	GGCTACCACATCCCTCAT
	
	

	HLJYC014
	HSYA90
	89
	29
	18
	42.7
	33.3
	272
	46.5
	GAAAGTGTTGAAGCATAA
	(CA)30
	

	
	
	
	300
	18
	43.4
	33.3
	
	
	CATTTGAAGTATAAACGC
	
	Ha/Di

	HLJYC015
	HSYA91
	86
	7
	18
	47.4
	50.0
	265
	47.4
	CACCTCCACTGAGAATGA
	(CA)23
	

	
	
	
	271
	18
	43.5
	33.3
	
	
	CGATAAGCAGGTAAATAA
	
	

	HLJYC016
	HSYA92
	97
	102
	20
	54.0
	50.0
	236
	51.8
	CCAAAACCGTACTATCCTCC
	(CA)88
	Di

	
	
	
	337
	20
	53.9
	55.0
	
	
	CTAAGCACTTCACTCCCCTC
	
	

	HLJYC017
	HSYA93
	91
	12
	20
	48.1
	35.0
	206
	47.5
	ATGGTATAAACATGGTGCTA
	(TG)25
	

	
	
	
	217
	18
	47.5
	44.4
	
	
	ATGATGCTGATAGGGTGA
	
	

	HLJYC018
	HSYA94
	88
	25
	18
	41.7
	27.8
	229
	48.0
	ATGATGCTGATAGGGTGA
	(TG)29
	Ha

	
	
	
	253
	18
	43.8
	38.9
	
	
	TTTTGGAGTGAAGGTAGT
	
	

	HLJYC019
	HSYA95
	100
	422
	20
	49.7
	45.0
	278
	49.8
	CGGTTCACAAGTCCTATTAC
	(CA)67
	

	
	
	
	699
	20
	49.8
	35.0
	
	
	TTTCCTTATGCTCAGATTTC
	
	

	HLJ
	HSYA96
	82
	14
	18
	51.5
	44.4
	108
	49.7
	AAAGCTTTGGCACAACTG
	(CA)30
	Ha/Di

	
	
	
	104
	18
	50.9
	50.0
	
	
	TCGACGATCCGTAACACT
	
	Di

	HLJYC020
	HSYB1
	96
	5
	18
	47.7
	38.9
	223
	49.8
	ACGATCCAAACTGATGAA
	(CA)38
	Ha/Di

	
	
	
	227
	18
	48.0
	44.4
	
	
	TGATACAAAAGGAGGCAC
	
	

	HLJ
	HSYB2
	90
	15
	18
	49.5
	38.9
	171
	47.7
	CAAAATCACCGCTAATCA
	(CA)13
	

	
	
	
	185
	20
	52.6
	40.0
	
	
	TTGGCTGTTGTTCTAAACCT
	
	Ha/Di

	HLJ
	HSYB3
	80
	60
	16
	35.7
	37.5
	285
	47.1
	CACATTCACTCAAACA
	(CA)114
	Fa

	
	
	
	344
	16
	38.9
	43.8
	
	
	TAAACCGTTACCTGTC
	
	

	HLJ
	HSY4
	100
	112
	17
	40.1
	41.2
	152
	47.3
	ATCTAATCTCCACCTTG
	(CA)13
	

	
	
	
	263
	16
	39.7
	43.8
	
	
	CATAATGGCTCTGTTG
	
	

	HLJYC021
	HSYB6
	92
	3
	16
	43.4
	43.8
	238
	47.7
	CGACGATCAAACATCA
	(TG)46
	

	
	
	
	240
	16
	40.9
	43.8
	
	
	TTCACAAAGACCCACT
	(GA)23
	

	HLJ
	HSYB7
	88
	3
	16
	42.7
	50.0
	87
	46.3
	CGACGATCTGATTGTG
	(TG)15
	Di

	
	
	
	89
	16
	40.7
	50.0
	
	
	GAGTGAAATGTCCAGC
	
	

	HLJ
	HSYB8
	90
	105
	18
	51.1
	50.0
	147
	50.9
	TGAGCAGCTCTTCATCGT
	(TG)32
	Di

	
	
	
	251
	18
	51.6
	44.4
	
	
	AATTCAGAAAACCCACCC
	
	Di

	HLJ
	HSYB9
	93
	108
	18
	42.0
	50.0
	97
	45.2
	GAGTGGAAGAGTCTGAAC
	(CA)29
	

	
	
	
	204
	20
	42.2
	30.0
	
	
	CAATATTAGTAGAAGCATGT
	
	Di

	HLJ
	HSYB10
	88
	191
	20
	47.0
	35.0
	138
	47.9
	CATTTATTTCAGACCAAGAC
	(CA)37
	

	
	
	
	328
	18
	47.7
	44.4
	
	
	GGAAAATTGTCCGTAGTG
	
	Di

	HLJ
	HSYB11
	86
	3
	18
	48.0
	44.4
	124
	44.7
	CGACGATCACTTCAATTC
	(CA)15
	Di

	
	
	
	126
	18
	47.3
	38.9
	
	
	TTGTGGAGTTTGACCTTT
	
	

	HLJYC022
	HSYB12
	87
	8
	18
	54.3
	55.6
	212
	51.8
	ATCTCATGCCCGAGGACT
	(TG)55
	Di

	
	
	
	219
	22
	54.5
	40.9
	
	
	CTGGCTGAAATTATAGAGTGGA
	
	Di

	HLJ
	HSYB14
	96
	77
	19
	47.4
	36.8
	160
	49.5
	ATATCATACCATCCCAACA
	(TG)51
	Di

	
	
	
	236
	18
	48.1
	50.0
	
	
	TAGACTGAGGCAGCAAAC
	
	

	HLJYC023
	HSYB16
	98
	86
	18
	50.2
	50.0
	202
	49.4
	ATAGCAGCCTCCTGAATG
	(CA)28
	

	
	
	
	287
	18
	48.4
	38.9
	
	
	ATGTGAGCCAAATAACCA
	
	

	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	


	HLJ
	HSYB17
	86
	112
	18
	51.0
	44.4
	199
	48.2
	CGTGAAATTATTCAGGGC
	(TG)24
	Ha/Di

	
	
	
	310
	18
	52.5
	61.1
	
	
	GCACCAGTTCCTCCTCAG
	
	

	HLJYC024
	HSYB18
	94
	174
	20
	55.2
	45.0
	230
	51.1
	TCACAATGAGTTTGGAGCCT
	(CA)27
	

	
	
	
	403
	18
	55.5
	61.1
	
	
	TCTGGAGAACTGGGTGGG
	
	

	HLJ
	HSYB21
	84
	94
	20
	45.3
	40.0
	326
	50.1
	ACTGTTACCTTAACCTGAGT
	(CA)141
	Ha/Di

	
	
	
	419
	18
	45.5
	33.3
	
	
	TCGACGATCATATTTTGT
	
	Di

	HLJ
	HSYB22
	93
	5
	18
	49.2
	55.6
	138
	48.3
	ACGATCCTCACCTGTGAC
	(TG)22
	Ha/Di

	
	
	
	142
	20
	50.2
	30.0
	
	
	TTCCCATAATGATTTTGTTC
	
	

	HLJ
	HSYB23
	77
	111
	18
	44.9
	33.3
	292
	50.9
	CCTTTTCTCATTCCATAA
	(TC)37
	

	
	
	
	402
	18
	52.5
	55.6
	
	
	AAGCCACGACTCACCTGT
	(TG)60
	

	HLJ
	HSYB24
	95
	217
	18
	44.7
	50.0
	92
	48.0
	CAGTATACCATGTCCCTG
	(TG)21
	Ha/Di

	
	
	
	308
	18
	44.8
	44.4
	
	
	TGTTTCTGATGCTGAGTC
	
	

	HLJ
	HSYB24
	92
	421
	18
	46.3
	44.4
	83
	46.5
	GCTGCTATAACAATGTGC
	(TG)16
	Di

	
	
	
	503
	18
	46.8
	50.0
	
	
	GATACTCCAACCAGGTCA
	
	Di

	HLJ
	HSYB25
	81
	73
	18
	44.4
	44.4
	261
	47.1
	TACTTCTCCAGGATGTCA
	(TG)35
	

	
	
	
	333
	18
	44.8
	38.9
	
	
	ACCATCAGTACCAAAACA
	
	Di/Fa

	HLJYC025
	HSYB26
	87
	171
	18
	45.7
	44.4
	278
	49.6
	TCTACCCTTACAAGCACA
	(CA)107
	

	
	
	
	448
	18
	45.9
	50.0
	
	
	GATGAGAAGACACCAGCT
	
	Di

	HLJ
	HSYB27
	88
	20
	18
	50.3
	55.6
	117
	47.0
	GGATGCTCGTCTCCTACA
	(CA)27
	

	
	
	
	136
	18
	45.4
	38.9
	
	
	GTTTAACTGATGCCAAAG
	
	Ha/Di

	HLJ
	HSYB28
	84
	20
	18
	50.3
	55.6
	112
	48.7
	GGATGCTCGTCTCCTACA
	(CA)27
	

	
	
	
	131
	18
	51.2
	44.4
	
	
	ACTGATGCCAAAGCAAAG
	
	Ha/Di

	HLJ
	HSYB29
	93
	227
	18
	54.5
	55.6
	122
	51.8
	TGAGCAAGGGACGACTGA
	(TG)23
	

	
	
	
	348
	18
	53.9
	50.0
	
	
	CCCACCCATTTCCATACA
	
	Fa

	HLJYC026
	HSYB30
	100
	88
	18
	47.6
	38.9
	383
	50.9
	AAAACAACCACCAAACAC
	(CA)108
	

	
	
	
	470
	19
	46.8
	36.8
	
	
	TCACTCATTCCCTTACATT
	
	

	HLJ
	HSYB31
	83
	9
	20
	48.2
	35.0
	138
	46.6
	TCAGTTTTCATAATAGGCAG
	(CA)32
	

	
	
	
	146
	20
	46.3
	30.0
	
	
	ACCCAAAACTTTAAGTATGT
	
	Di

	HLJYC027
	HSYB32
	100
	3
	18
	48.8
	50.0
	183
	48.9
	CGACGGTCACATCTATTG
	(CA)32
	

	
	
	
	185
	18
	48.8
	38.9
	
	
	TGTTTCCTTTCAGTTTGC
	
	

	HLJYC028
	HSYB33
	98
	57
	18
	52.9
	50.0
	210
	52.4
	CCATTTGCTCCATTCCTC
	(CA)36
	

	
	
	
	266
	18
	51.4
	61.1
	
	
	TCTCCACCTCCTCACTCC
	
	

	HLJ
	HSYB33
	96
	249
	18
	51.4
	61.1
	173
	51.2
	GGAGTGAGGAGGTGGAGA
	(GA)28
	

	
	
	
	421
	22
	51.4
	31.8
	
	
	ACTGCTTAATAGAAAGAATGGA
	
	Di

	HLJYC029
	HSYB34
	94
	15
	18
	44.4
	33.3
	205
	47.3
	AACAGGAAGAACATCAAA
	(TG)46
	

	
	
	
	219
	20
	43.4
	35.0
	
	
	ACTGAGGTGAACTAAGATAA
	
	

	HLJYC030
	HSYB35
	100
	31
	18
	52.8
	55.6
	315
	52.4
	AGCCTCAGAGTGAAACGC
	(CA)109
	

	
	
	
	345
	18
	52.4
	55.6
	
	
	AAGAGCAGGGTGGAAGTG
	
	

	HLJYC031
	HSYB36
	94
	314
	18
	47.2
	50.0
	266
	49.0
	CAGGATGGAGGTGTAAAG
	(CA)26
	

	
	
	
	579
	18
	48.0
	44.4
	
	
	ATAAAGCTGTGATGTGCC
	
	Di

	HLJ
	HSYB37
	81
	3
	18
	47.8
	44.4
	140
	50.0
	CGACGATCTGGTAAATGT
	(TG)41
	Di

	
	
	
	142
	18
	53.3
	61.1
	
	
	AGACAGGTAGGCACGCAC
	
	

	HLJYC032
	HSYB38
	93
	50
	18
	51.6
	50.0
	327
	51.0
	AAGCCTGTGATTTCCCTC
	(CA)101
	

	
	
	
	376
	18
	50.4
	44.4
	
	
	CAAGAATTTGGTTCCGTC
	
	Di

	HLJ
	HSYB39
	72
	3
	18
	43.2
	38.9
	332
	49.9
	CGACGATCAGTAAATACA
	(CA)93
	Di

	
	
	
	334
	18
	49.1
	50.0
	
	
	TATGGACATCTGCGAGTG
	
	

	HLJ
	HSYB40
	84
	109
	18
	52.2
	50.0
	119
	49.7
	AGAGGCAAAGATGCAGGT
	(TG)24
	

	
	
	
	227
	18
	52.6
	55.6
	
	
	GGACCCTCACTTTCCACA
	
	Ha


	HLJYC033
	HSYB41
	94
	20
	18
	49.6
	50.0
	292
	52.2
	GAACGGATAAAGTGGAGG
	(CA)64
	

	
	
	
	311
	18
	50.5
	55.6
	
	
	GTAGAGCATCTGGGCTGA
	
	Ha/Di

	HLJYC034
	HSYB42
	100
	339
	18
	52.2
	55.6
	334
	51.6
	CTCCCATCCACCATCTGT
	(CA)25
	

	
	
	
	672
	18
	52.7
	61.1
	
	
	CCTGTCCTGTCTGCCACT
	
	

	HLJ
	HSYB43
	82
	28
	18
	49.3
	50.0
	191
	51.0
	AAGTGGCAGAATCTGGAC
	(CA)70
	Ha/Di

	
	
	
	218
	20
	50.2
	45.0
	
	
	CAGGGATAAACTGTACCATG
	
	Di

	HLJ
	HSYB44
	90
	69
	18
	48.4
	38.9
	147
	48.3
	CAAACTTTCTTTCCAACG
	(TG)27
	

	
	
	
	215
	18
	47.7
	50.0
	
	
	CTGATTCGTACCTGTGCT
	
	Di

	HLJ
	HSYB45
	81
	75
	18
	49.0
	50.0
	182
	48.6
	CGTTACTATGGCAACCAG
	(CA)16
	Ha/Di

	
	
	
	256
	18
	47.6
	50.0
	
	
	CTGAAATACTGCCGTCTC
	
	

	HLJYC035
	HSYB46
	95
	194
	18
	51.0
	38.9
	437
	50.8
	ACGGCATGAATAAAGGAA
	(CA)49
	Di

	
	
	
	630
	18
	50.7
	61.1
	
	
	GAGGAGGAGACGAGGTGT
	(CT)49
	

	HLJYC036
	HSYB47
	100
	61
	18
	48.1
	38.9
	216
	48.8
	CATAAATGGGTCCAGAAA
	(CA)18
	

	
	
	
	276
	18
	48.2
	50.0
	
	
	CGAAGAGTCATCAGCAAG
	
	

	HLJ
	HSYB48
	75
	278
	18
	49.1
	44.4
	342
	51.2
	CGCTGCATGAGATTTTAC
	(CA)130
	Di

	
	
	
	619
	18
	47.0
	50.0
	
	
	ACGATCAGTGCAGTGAGT
	
	Ha/Di

	HLJYC037
	HSYB50
	94
	30
	18
	51.8
	50.0
	280
	48.8
	AAAGGTGGAACAGAAGGC
	(CA)35
	

	
	
	
	309
	18
	47.9
	44.4
	
	
	ACCAACAAGCGAGAACTA
	
	

	HLJYC038
	HSYB51
	90
	3
	18
	47.5
	55.6
	389
	51.0
	CGACGATCTGTAGGGTAG
	(TC)36
	Di

	
	
	
	391
	18
	51.2
	50.0
	
	
	GCCTCCAGCAGTTTGTTA
	(TG)33
	

	HLJ
	HSYB52
	82
	44
	20
	47.6
	35.0
	270
	49.3
	CTTATTTAGAAATGCCAGAG
	(CA)95
	Di

	
	
	
	313
	18
	48.5
	50.0
	
	
	AAGGTGCTTCTTCCTACC
	
	Ha/Di

	HLJYC039
	HSYB54
	100
	47
	18
	48.4
	50.0
	204
	50.0
	TCCTACCAGCAGTAACCA
	(TG)42
	

	
	
	
	250
	18
	49.0
	55.6
	
	
	GTCCCTCAACCAGAACAC
	
	

	HLJYC040
	HSYB55
	92
	184
	18
	54.5
	61.1
	232
	53.4
	CTGCGTGGTATCAGGTGG
	(CA)17
	

	
	
	
	415
	20
	54.1
	45.0
	
	
	AAGGCACTGGATGAGTCAAT
	
	Di

	HLJ
	HSYB56
	82
	271
	18
	50.3
	50.0
	197
	51.5
	TAATGGGTAAGGGAGACG
	(GA)34
	

	
	
	
	467
	18
	57.1
	55.6
	
	
	GCAAAGCAACGGCATCTC
	(TG)25
	

	HLJYC041
	HSYB57
	93
	167
	18
	46.7
	38.9
	224
	47.4
	TCATAACTGAATGCCACA
	(CA)51
	

	
	
	
	390
	18
	45.8
	44.4
	
	
	ATTTCACCCTCTGATGTC
	
	

	HLJ
	HSYB58
	73
	3
	18
	51.2
	55.6
	208
	51.1
	CGACGATCTGATGTCCTG
	(CA)58
	Ha/Di

	
	
	
	210
	19
	56.1
	52.6
	
	
	GGCGGTCAGTGTTTGTTGT
	
	Fa

	HLJYC042
	HSYB59
	100
	66
	18
	44.7
	38.9
	189
	48.6
	TCAAGGCAGAACTTTATC
	(CA)33
	

	
	
	
	254
	19
	45.0
	36.8
	
	
	GTTATGTTTATGCTGGTGT
	
	

	HLJ
	HSYB61
	86
	3
	18
	47.9
	50.0
	226
	50.4
	CCACGATCTGATTACAGG
	(TG)80
	Ha/Di

	
	
	
	228
	18
	48.2
	44.4
	
	
	GTAGGCGATTGTCAAGAA
	
	Di

	HLJ
	HSYB62
	85
	86
	22
	52.6
	36.4
	152
	49.4
	TTGATAGAGTAATGTTCCCACA
	(TG)30
	Ha/Di

	
	
	
	237
	18
	52.1
	50.0
	
	
	ACACGTCAGGTACGCAAA
	
	Di

	HLJYC043
	HSYB63
	92
	11
	18
	45.5
	38.9
	317
	48.9
	CGTCTTTTGGATACTTTG
	(TC)42
	

	
	
	
	327
	18
	48.0
	50.0
	
	
	ATCTCACGCAGAACACTG
	(CA)48
	Ha/Di

	HLJ
	HSYB64
	84
	34
	19
	46.0
	31.6
	141
	45.9
	TTTAATCAATGTTGCTGTC
	(CA)14
	Di

	
	
	
	174
	18
	42.8
	38.9
	
	
	TAAAAGTCTAACGCTGAG
	
	

	HLJ
	HSYB64
	87
	153
	18
	47.2
	44.4
	146
	47.6
	TTTCCTCAGCGTTAGACT
	(CA)17
	

	
	
	
	298
	19
	47.3
	42.1
	
	
	GCAGAGGGTTAAATTACAG
	
	Di

	HLJ
	HSYB66
	87
	25
	18
	46.2
	55.6
	341
	50.4
	GAACTCTAGCCGTGAGAC
	(CA)112
	Ha/Di

	
	
	
	365
	18
	45.5
	44.4
	
	
	CTAGGTCATTTGGCAGTA
	
	Di

	HLJ
	HSYB67
	87
	28
	18
	46.6
	38.9
	170
	48.3
	CTTGCTTTTATTGTCACG
	(CA)49
	

	
	
	
	197
	18
	47.4
	44.4
	
	
	TCGACGATCTGACTGAAT
	
	Di


	HLJ
	HSYB68
	72
	1
	18
	48.7
	44.4
	647
	50.9
	GTCGACGATCAAATCACA
	(CA)235
	Ha/Di/Fa

	
	
	
	647
	22
	46.9
	31.8
	
	
	TACCCACTATAAGATAATCAGA
	
	Di

	HLJYC044
	HSYB69
	100
	29
	18
	54.2
	61.1
	370
	53.5
	ACTGCCTTCCTCCCTCTG
	(TG)65
	

	
	
	
	398
	18
	54.1
	55.6
	
	
	CGACAACCTCGCAAACTC
	(GA)14
	

	HLJ
	HSYB70
	87
	401
	18
	54.1
	55.6
	113
	49.7
	GAAAGAGGGCTGGGATGT
	(CA)28
	

	
	
	
	513
	22
	52.4
	36.4
	
	
	TCTTGGATTTACTGGATATGTG
	
	Di

	HLJ
	HSYB71
	81
	1
	18
	47.6
	50.0
	256
	49.0
	GTCGACGATCTCACTGAA
	(TC)31
	Di

	
	
	
	256
	18
	43.7
	27.8
	
	
	TGAATCTGCTTTTAACAA
	(TG)35
	Di

	HLJ
	HSYB72
	92
	295
	21
	54.8
	42.9
	164
	51.0
	GTCTGGTGTTGATCTGGAAAA
	(CA)14
	Di

	
	
	
	458
	22
	55.7
	40.9
	
	
	ACCGCACTGAGGTAAAGTTATT
	
	Di

	HLJ
	HSYB73
	85
	478
	18
	43.2
	33.3
	126
	46.1
	ATTTTCCAGTTTCATCTC
	(TG)18
	

	
	
	
	603
	18
	45.1
	38.9
	
	
	CGATCACAGAATTTTCCT
	
	Ha/Di

	HLJYC045
	HSYB74
	96
	39
	19
	57.9
	57.9
	214
	52.8
	TGGGTCTCCTCTGGGTTCA
	(TG)29
	

	
	
	
	252
	18
	55.8
	61.1
	
	
	GCGGCTTCACTCACTTCC
	
	

	HLJ
	HSYB77
	75
	1
	18
	53.4
	55.6
	97
	47.9
	GTCGACGATCCATTCAGC
	(TG)15
	Di

	
	
	
	97
	22
	50.1
	36.4
	
	
	ACAGCAGTGTAACATGATTCTA
	
	Di

	HLJ
	HSYB78
	88
	335
	18
	48.4
	387.9
	307
	46.4
	GCGAGAAACAAATGAGAA
	(TG)31
	

	
	
	
	641
	18
	44.4
	38.9
	
	
	AAATCTGTCTGGCTATCA
	
	

	HLJ
	HSYB79
	90
	48
	18
	46.0
	38.9
	160
	49.4
	CACAGAATGGTGTCAAAA
	(CA)30
	

	
	
	
	207
	19
	46.5
	47.4
	
	
	CGATCTACACTCAATCCTC
	
	Ha/Di

	HLJ
	HSYB80
	91
	88
	18
	55.2
	50.0
	151
	50.2
	CCGGAAACTTGGAATGGT
	(TG)14
	Di

	
	
	
	238
	18
	54.7
	55.6
	
	
	AGGAAAGGCAGGAGGTGA
	
	

	HLJ
	HSYB81`
	89
	171
	18
	50.4
	55.6
	267
	50.6
	CACCAACCACAAGGGTAC
	(TG)56
	Ha/Di

	
	
	
	467
	20
	50.0
	40.0
	
	
	ATCCAGCTCACTAATTCACA
	
	

	HLJ
	HSYB81
	88
	650
	18
	44.4
	38.9
	84
	43.8
	CAGATTTATAGCTGGGTT
	(CAA)13
	Di

	
	
	
	733
	18
	46.4
	50.0
	
	
	GACGATCACTGTCCTTGT
	
	

	HLJ
	HSYB83
	87
	274
	18
	55.6
	61.1
	158
	51.0
	TGGTGGGAGCTTGGAGTC
	(CA)25
	Di

	
	
	
	431
	18
	51.3
	50.0
	
	
	TGATTAGCCAGGGTGATG
	
	

	HLJYC046
	HSYB84
	91
	64
	18
	54.1
	61.1
	294
	51.3
	TACCAGTCCCCACCCTCT
	(CA)111
	

	
	
	
	357
	18
	48.5
	38.9
	
	
	TTTGGCAGTAATGTTTCC
	
	

	HLJ
	HSYB85
	84
	45
	18
	55.0
	61.1
	236
	53.1
	TGGACCTCATCAGACCCC
	(CA)63
	

	
	
	
	280
	22
	55.8
	40.9
	
	
	GTCCTTGTTCATTGTTCATCCT
	
	Fa

	HLJ
	HSYB85
	95
	326
	20
	50.8
	30.0
	167
	48.8
	TTAAATTCGTTTTGGTCAAC
	(CA)25
	Ha/Di

	
	
	
	492
	20
	49.9
	45.0
	
	
	TCCCAGCACTACATCATACT
	
	

	HLJ
	HSYB85
	89
	600
	18
	47.6
	44.4
	185
	48.9
	GTGCTGTATGCCTTCTTT
	(GA)38
	

	
	
	
	784
	18
	46.9
	44.4
	
	
	TACTTTGTGCGTGAGTGA
	
	Ha/Di/Fa

	HLJ
	HSYB86
	87
	95
	20
	47.6
	35.0
	286
	50.3
	AAATGCCAGTAAGTAGTTTG
	(TG)51
	Ha/Di

	
	
	
	380
	18
	52.9
	55.6
	
	
	AGGTCGCCGATTGTAGAG
	
	

	HLJ
	HSYB87
	85
	1
	18
	52.0
	61.1
	177
	50.9
	GTCGACGATCCTCTGGTC
	(TG)77
	Ha/Di

	
	
	
	177
	18
	51.5
	50.0
	
	
	ACAAATGAACCCCTACCC
	
	

	HLJYC047
	HSYB90
	94
	148
	18
	51.2
	55.6
	173
	51.3
	GCAGTTGCTGTCGAGTGT
	(TG)19
	Di

	
	
	
	320
	18
	50.2
	50.0
	
	
	TCCTTTAGACGGGTGAGA
	
	

	HLJYC048
	HSYB92
	92
	7
	18
	46.5
	44.4
	346
	50.0
	GATCCATTGACCTCCTTA
	(CA)114
	Di

	
	
	
	352
	18
	46.7
	44.4
	
	
	ACTAGCCTTGAAATAGCC
	
	

	HLJ
	HSYB93
	92
	141
	18
	43.7
	44.4
	302
	48.2
	GTGTAAACCTCGTTCAGT
	(TG)17
	

	
	
	
	564
	18
	45.7
	44.4
	
	
	TATGTCCTAAGCAGCAAC
	(GA)44
	

	HLJ
	HSYB95
	90
	250
	18
	44.7
	44.4
	143
	46.1
	GATGTGCAGGACAAATAC
	(TG)26
	Di

	
	
	
	392
	18
	45.3
	33.3
	
	
	TTCAGCCTAGAAAAGAAA
	
	Ha/Di


	HLJYC049
	HSYB53
	98
	20
	18
	56.0
	55.6
	193
	53.3
	TTGCCCTGTCCTTTGGTC
	(TG)18
	

	
	
	
	212
	19
	57.8
	63.2
	
	
	TCTCCTCAGCACTCGTCCC
	
	

	HLJYC050
	HSYC1
	96
	43
	18
	63.8
	61.1
	361
	52.4
	CCTCCCACTCACCTTCCT
	(TG)43
	

	
	
	
	403
	18
	51.2
	50.0
	
	
	GTTGCCACTTCAAACAGC
	
	Ha

	HLJYC051
	HSYC2
	96
	
	18
	48.6
	44.4
	551
	50.9
	AACGCAGTGTTAAGTCCA
	(CA)93
	

	
	
	
	618
	18
	48.3
	44.4
	
	
	CTCAAGGTTAGGCATCAA
	(CT)47
	

	HLJYC052
	HSYC3
	92
	249
	18
	53.7
	50.0
	388
	52.3
	AGACTTGGCGTTGTTTGG
	(CA)118
	

	
	
	
	636
	18
	52.6
	61.1
	
	
	GTGTCAGAGTCGGGTGCT
	
	

	HLJYC053
	HSYC4
	100
	17
	18
	51.8
	38.9
	164
	50.1
	TTTTCAAACCAGCCTCAA
	(TG)28
	

	
	
	
	180
	18
	52.5
	55.6
	
	
	CCAGCACTGCCACTTACA
	
	

	HLJ
	HSYC5
	83
	5
	18
	46.7
	50.0
	209
	46.5
	ACGATCTGAGGTGACTCA
	(TG)45
	Ha/Di

	
	
	
	213
	18
	40.0
	33.3
	
	
	ACATTCTTCTACCAACTT
	(GA)8
	

	HLJYC054
	HSYC5
	94
	186
	19
	42.2
	36.8
	187
	45.2
	TGAACAGAGTAAGTTGGTA
	(TG)28
	

	
	
	
	372
	18
	43.7
	38.9
	
	
	TTAGGGGTTAGTTTAGGT
	
	

	HLJ
	HSYC6
	88
	7
	18
	47.3
	50.0
	89
	48.2
	GATCGAATGAGTCAGCAC
	(CA)25
	Di

	
	
	
	95
	18
	48.0
	44.4
	
	
	AATCTTTCTGGAGGGTTC
	
	

	HLJ
	HSYC7
	90
	122
	18
	47.5
	50.0
	340
	50.3
	CTTCATATCCTGCTCCAG
	(CA)165
	Ha/Di

	
	
	
	461
	18
	49.0
	38.9
	
	
	TTCCCACCATAATGCTTA
	
	Ha/Di

	HLJ
	HSYC8
	91
	13
	18
	50.8
	50.0
	163
	50.6
	GTCAGCATTTGATGAGGC
	(CA)26
	Ha/Di

	
	
	
	175
	18
	53.3
	61.1
	
	
	AGTAGGGTGGGGAGGAAG
	
	

	HLJYC055
	HSYC9
	95
	322
	18
	42.9
	44.4
	221
	48.0
	GAGACGAGAAGAAAGAAG
	(CA)66
	

	
	
	
	542
	18
	43.8
	33.3
	
	
	GAATTGAAAGAATGGTGT
	
	Di

	HLJYC056
	HSYC10
	91
	21
	18
	50.1
	50.0
	493
	51.3
	AGAGCGGCTGATAATGAC
	(TC)132
	

	
	
	
	91
	18
	55.8
	61.1
	
	
	GTTCCCCAGTGCGTAAGG
	(CA)50
	

	HLJYC057
	HSYC11
	94
	126
	18
	51.0
	44.4
	335
	50.9
	GCCTGCTAATGTGCTTTT
	(TG)73
	

	
	
	
	460
	18
	51.6
	50.0
	
	
	CCAACTTGCATACCTCCA
	
	Di

	HLJYC058
	HSYC12
	94
	122
	21
	51.4
	38.1
	211
	50.8
	GAATAATAATCTTCCCTGTGC
	(CA)30
	

	
	
	
	322
	20
	50.6
	40.0
	
	
	CAGCCATCTATTTCATCTTG
	
	

	HLJ
	HSYC13
	81
	86
	18
	50.5
	38.9
	346
	49.5
	AAACAGGGGTTGCTAAAA
	(CA)99
	

	
	
	
	431
	18
	48.8
	38.9
	
	
	CCAATTAAACATGGGACA
	
	Di/Fa

	HLJ
	HSYC14
	100
	221
	18
	48.1
	50.0
	141
	50.1
	TGTATGTGAGCAAGGGAC
	(TG)18
	

	
	
	
	361
	18
	48.4
	50.0
	
	
	TGATGGGAGCACTGTTAG
	
	

	HLJ
	HSYC15
	75
	11
	18
	46.9
	44.4
	172
	46.6
	AGAAATCAAGCCTCTGTG
	(TG)24
	Ha

	
	
	
	182
	19
	38.6
	26.3
	
	
	GTTCTTAAAATATCTTCAG
	(GA)24
	Di

	HLJ
	HSYC16
	94
	5
	18
	50.9
	50.0
	111
	50.2
	ACGATCCTTTACGTGACG
	(CA)23
	Di

	
	
	
	115
	18
	50.6
	44.4
	
	
	AATGATGGAGCCTGTTGA
	
	

	HLJ
	HSYC17
	100
	188
	19
	42.6
	36.8
	104
	46.5
	AGTATGAGACCAAATGAGT
	(TG)11
	

	
	
	
	291
	18
	42.4
	33.3
	
	
	TCTTAGTGAATGGAAACA
	
	

	HLJ
	HSYC20
	89
	206
	18
	44.5
	50.0
	124
	46.9
	GCCTGTTAGTACGCTAGT
	(CA)28
	Ha/Di

	
	
	
	329
	19
	45.1
	31.6
	
	
	CTCTGCATAATAATTTGGT
	
	

	HLJ
	HSYC21
	81
	72
	18
	40.7
	38.9
	201
	45.5
	GAATACACTGTGGATTTC
	(CA)50
	Ha/Di

	
	
	
	272
	18
	43.3
	33.3
	
	
	CGACGATCATAAACTTAA
	
	

	HLJYC100
	HSYC22
	88
	180
	18
	52.6
	44.4
	337
	51.9
	TGCCAGAAATGTGAACCA
	(CA)109
	

	
	
	
	516
	18
	51.3
	55.6
	
	
	TCGACGATCCTGCAGTAC
	
	

	HLJYC059
	HSYC23
	88
	31
	18
	51.6
	55.6
	201
	51.4
	GGCTCGGAGTCAGTTTCT
	(CA)26
	

	
	
	
	231
	18
	51.6
	44.4
	
	
	TTGCGTTCTCAAGCTCAT
	
	

	HLJ
	HSYC24
	84
	151
	18
	49.3
	55.6
	163
	49.3
	GCCCCTGTCCTACATTAC
	(CA)20
	

	
	
	
	313
	18
	51.8
	44.4
	
	
	TCGACGATCCGAAATATG
	
	Di


	HLJ
	HSYC25
	84
	3
	18
	51.4
	61.1
	191
	53.5
	CTACAGCAGCAGGTGAGC
	(CA)30
	

	
	
	
	193
	22
	51.4
	31.8
	
	
	GTCCGTTTAGTTATGAATGTTT
	
	

	HLJYC060
	HSYC26
	90
	7
	18
	47.4
	50.0
	251
	49.9
	GATCAACGTCCAACAGAG
	(CA)28
	

	
	
	
	257
	18
	46.7
	44.4
	
	
	GGAAAGAAAGATGGCTAG
	(TTTG)7
	Di

	HLJYC061
	HSYC26
	100
	266
	18
	47.3
	27.8
	183
	46.7
	AAGCGATTTATCCATTTT
	(GTT)11
	

	
	
	
	448
	18
	47.5
	50.0
	
	
	TGACACCCTGATTACACC
	
	

	HLJYC062
	HSYC28
	90
	11
	18
	42.3
	38.9
	343
	46.2
	CATCACTTCTCGAATACA
	(CA)95
	Di

	
	
	
	353
	18
	42.3
	38.9
	
	
	CAATACTTATGGAGCAAC
	
	

	HLJ
	HSYC30
	94
	19
	19
	41.1
	36.8
	105
	44.4
	TATAGGGTAAAGTAAGACC
	(TG)27
	Ha/Di

	
	
	
	123
	18
	41.3
	33.3
	
	
	CAAAATCATAGTTGGAGT
	
	

	HLJ
	HSYC32
	88
	34
	18
	49.0
	44.4
	156
	47.6
	AAAGGAACACCCAACAGT
	(TG)45
	

	
	
	
	189
	18
	45.4
	44.4
	
	
	GTGGCTTGAGATAGCATA
	
	Ha/Di

	HLJYC063
	HSYC33
	96
	5
	18
	46.9
	50.0
	310
	49.6
	ACGATCCCACAGTAGGTA
	(CA)72
	Di

	
	
	
	314
	18
	47.5
	38.9
	
	
	ATCAAGCAATCTCAAAGC
	
	

	HLJYC064
	HSYC37
	88
	299
	22
	56.5
	40.9
	295
	53.2
	AGTGATTAAACAAGATCGGACG
	(CA)98
	Di

	
	
	
	593
	18
	57.0
	55.6
	
	
	AGGTTGGCGATTGACACG
	
	

	HLJYC065
	HSYC38
	88
	27
	18
	51.9
	55.6
	359
	52.2
	TTACTGCCTTCCTCCCTC
	(TG)68
	

	
	
	
	385
	22
	50.2
	36.4
	
	
	CATCCCTACATTTACACTTACA
	(GA)14
	Fa

	HLJ
	HSYC39
	81
	3
	18
	57.3
	61.1
	152
	52.8
	CGACGATCCCACGAGCTA
	(TG)24
	Di

	
	
	
	154
	18
	58.0
	61.1
	
	
	GTCGGCGGTCTTTAAGGC
	
	Di

	HLJYC066
	HSYC40
	88
	134
	22
	53.1
	40.9
	282
	50.7
	ACACTGACATACACTGGCATAA
	(TG)27
	

	
	
	
	315
	20
	53.0
	45.0
	
	
	CTGGCAACGTGTTTCTTACT
	
	Di

	HLJYC067
	HSYC40
	92
	485
	18
	46.1
	38.9
	229
	47.2
	TACCATTTACAGGCAAGA
	(TG)26
	

	
	
	
	713
	18
	44.4
	38.9
	
	
	AACAGCAGGTTTACAATC
	
	

	HLJYC068
	HSYC42
	98
	231
	18
	45.6
	33.3
	286
	47.7
	TTTTCTAATCAGCGTTTC
	(CA)49
	

	
	
	
	516
	18
	44.0
	44.4
	
	
	CACAGACTCAATCAATCC
	
	

	HLJ
	HSYC41
	87
	13
	18
	40.8
	33.3
	122
	45.3
	ATGCTCCATACTTCATAT
	(CA)36
	Ha/Di

	
	
	
	134
	18
	42.5
	33.3
	
	
	CACTTGGCAGTATTTATT
	
	

	HLJ
	HSYC43
	82
	325
	18
	47.4
	44.4
	113
	47.7
	TCTCAGAGGGTTTGGTAA
	(TG)25
	

	
	
	
	437
	18
	50.3
	44.4
	
	
	CCAGCTCGACAATTTCTT
	
	Di

	HLJ
	HSYC44
	87
	13
	18
	40.8
	33.3
	122
	45.3
	ATGCTCCATACTTCATAT
	(CA)36
	Ha/Di

	
	
	
	134
	18
	42.5
	33.3
	
	
	CACTTGGCAGTATTTATT
	
	

	HLJ
	HSYC45
	88
	325
	18
	47.4
	44.4
	112
	47.6
	TCTCAGAGGGTTTGGTAA
	(TG)25
	

	
	
	
	436
	18
	47.8
	44.4
	
	
	CAGCTCGACAATTTCTTC
	
	

	HLJYC069
	HSYC46
	80
	33
	18
	45.3
	44.4
	401
	48.3
	TTATAGGTAGACCTGCCA
	(CA)151
	Di

	
	
	
	433
	18
	39.7
	27.8
	
	
	GAATGTTAATTATCACGA
	
	Di

	HLJ
	HSYC47
	90
	5
	18
	46.0
	50.0
	107
	48.1
	ACGATCAGGAGAACTCTG
	(TG)31
	Ha/Di

	
	
	
	111
	18
	45.4
	38.9
	
	
	AGCATACAAACGTCAAAC
	
	

	HLJYC099
	HSYC48
	83
	50
	18
	45.8
	44.4
	304
	49.4
	AATGAGAAAGGAGGTGAG
	(CA)105
	

	
	
	
	353
	18
	44.1
	44.4
	
	
	CAGTCAGTAAGGGAGAAA
	
	Fa

	HLJYC070
	HSYC49
	92
	191
	18
	51.5
	50.0
	345
	51.1
	CTCTGGAACAGCCACAAA
	(TG)59
	

	
	
	
	435
	18
	51.6
	44.4
	
	
	TCTCCAAAATAGCGACCA
	
	

	HLJ
	HSYC50
	84
	289
	18
	49.9
	44.4
	167
	50.4
	CATCTGCCAAATGCTACA
	(TG)34
	

	
	
	
	455
	18
	50.1
	50.0
	
	
	TGACGTGACATACGGCTA
	
	

	HLJ
	HSYC51
	94
	138
	18
	42.5
	38.9
	112
	46.0
	TAAAGTTACTGTGCCATC
	(CA)24
	

	
	
	
	250
	18
	42.4
	38.9
	
	
	CTCATTTACAGCATTCAC
	
	

	HLJYC071
	HSYC52
	86
	5
	18
	47.8
	44.4
	289
	49.7
	ACGATCACAGAATGACCA
	(CA)80
	Ha/Di

	
	
	
	293
	18
	47.7
	50.0
	
	
	CGGACTAAACTTCCAGTG
	
	


	HLJYC072
	HSYC53
	90
	37
	18
	48.7
	50.0
	329
	49.2
	AGTGGAATCCTGTGCTCT
	(GA)23
	

	
	
	
	365
	18
	44.7
	33.3
	
	
	GGGGTTTCTTAACAATAA
	(TG)15
	Ha/Di

	HLJYC073
	HSYC55
	96
	22
	18
	54.9
	50.0
	493
	52.1
	AACACGCTGGCTTGCTTA
	(CA)115
	

	
	
	
	514
	18
	52.6
	55.6
	
	
	TTCTGCCTTCTCCCTCTG
	(CT)7
	

	HLJYC074
	HSYC57
	90
	136
	18
	47.4
	55.6
	330
	48.9
	CCTCTGCTGGTCTGTTAG
	(CA)50
	

	
	
	
	465
	22
	49.3
	31.8
	
	
	CATCCTTATTCTATCTGAAATG
	
	

	HLJYC075
	HSYC58
	90
	1
	18
	50.7
	44.4
	233
	50.4
	GTCGACGATCAAATGCTT
	(TG)21
	Di

	
	
	
	233
	18
	49.7
	55.6
	
	
	CTCACCTTTCACCTCCAG
	
	

	HLJYC098
	HSYC59
	83
	302
	18
	45.4
	50.0
	298
	49.6
	CTCCAGAAGAGGAAGTGT
	(CA)59
	

	
	
	
	599
	18
	53.2
	55.6
	
	
	ACGATCTAGCATGGGGTG
	
	

	HLJYC097
	HSYC60
	80
	15
	18
	42.9
	50.0
	258
	47.2
	GCTCTAATCAGTCAGGTC
	(CA)64
	

	
	
	
	272
	18
	43.3
	33.3
	
	
	CGACGATCATAAACTTAA
	
	

	HLJ
	HSYC62
	84
	43
	18
	54.7
	55.6
	156
	49.9
	AACCAGCAGCCATCCTCT
	(CA)29
	

	
	
	
	198
	18
	48.1
	44.4
	
	
	GATCACAATCATGCCCTA
	
	

	HLJYC076
	HSYC64
	93
	78
	18
	51.4
	50.0
	343
	51.9
	TCTCATCGTCGTCCCATA
	(CA)128
	

	
	
	
	420
	21
	50.6
	42.9
	
	
	GATGCTGTTTCTAACTCCTCT
	
	

	HLJYC096
	HSYC65
	83
	348
	18
	51.7
	55.6
	333
	51.3
	ACCGAGGTCACTAAAGGG
	(CA)88
	

	
	
	
	680
	18
	58.5
	55.6
	
	
	TGTGGGCGTGGAAATGTG
	
	

	HLJYC077
	HSYC66
	91
	40
	18
	47.9
	50.0
	210
	49.5
	TATACTGCCCACCCTTAG
	(CA)64
	Di

	
	
	
	249
	18
	47.4
	44.4
	
	
	CATTATTAGCCCTGCTCT
	
	

	HLJ
	HSYC67
	93
	48
	18
	41.7
	33.3
	143
	46.8
	TATAATCCAAAGTGCTCT
	(CA)37
	Di

	
	
	
	190
	18
	44.2
	38.9
	
	
	AACCTCACCATTGTCTAA
	(CT)6
	

	HLJYC095
	HSYC68
	82
	7
	18
	44.3
	38.9
	202
	48.0
	GATCACTGACTGCAATTT
	(TG)41
	Di

	
	
	
	208
	18
	44.4
	38.9
	
	
	GTCATTTAGCTGGAAAAC
	
	

	HLJ
	HSYC69
	84
	3
	18
	51.3
	50.0
	167
	49.6
	CGACGATCTTAATGTGGG
	(CA)22
	Di

	
	
	
	169
	18
	53.5
	61.1
	
	
	GAACTGAGGCTCGTGGTG
	
	

	HLJ
	HSYC69
	78
	241
	18
	57.0
	55.6
	120
	52.0
	CGAGGAAATGCTTCACGG
	(TC)29
	

	
	
	
	360
	18
	62.9
	66.7
	
	
	TGTGATGGTCGGGGCGAG
	
	Ha/Di

	HLJYC094
	HSYC70
	82
	7
	18
	43.3
	44.4
	322
	47.4
	GATCATGACTGAGGAAAG
	(CA)49
	Di

	
	
	
	328
	18
	42.9
	27.8
	
	
	TTAAATTGAAGAAACTCG
	
	

	HLJ
	HSYC71
	98
	286
	18
	46.0
	44.4
	119
	46.6
	AGACCCCTCAAGGTAATA
	(TG)29
	

	
	
	
	404
	18
	44.9
	38.9
	
	
	TCACTGGAGAAGAACAAA
	
	

	HLJYC078
	HSYC72
	94
	23
	18
	50.0
	44.4
	391
	48.6
	AGCGGCTGATAATGACTT
	(CT)132
	

	
	
	
	480
	18
	52.1
	55.6
	
	
	TGTGAGTGCGGGTGATAG
	(CA)44
	

	HLJYC079
	HSYC73
	90
	15
	18
	43.7
	44.4
	216
	48.8
	GTTGACTGGATAACTGCT
	(TG)62
	

	
	
	
	230
	18
	43.4
	27.8
	
	
	TTTGCCATAATGTATGTT
	
	

	HLJ
	HSYC74
	67
	49
	18
	52.9
	61.1
	150
	50.6
	GCAGGACAGGGAGGTGTA
	(CA)50
	Ha/Di

	
	
	
	198
	19
	49.3
	52.6
	
	
	GACGATCAGTTCAGTCCAC
	
	Ha/Di

	HLJ
	HSYC75
	96
	69
	18
	47.7
	38.9
	154
	49.2
	ACCCTGAAAATGTTTGTG
	(TG)27
	Ha/Di

	
	
	
	222
	18
	48.3
	55.6
	
	
	GGGAGTTTGTCTGGAGTC
	
	

	HLJYC080
	HSYC76
	96
	29
	18
	46.7
	50.0
	450
	49.8
	TGAGAAGATGAGGTGGAG
	(CA)100
	

	
	
	
	478
	18
	44.4
	44.4
	
	
	GATGTCAAGAGTTCGGTA
	
	

	HLJ
	HSYC77
	94
	83
	18
	56.3
	61.1
	147
	53.5
	TCGCTCTGTCTCGGGTGT
	(TG)38
	

	
	
	
	229
	18
	54.8
	50.0
	
	
	TTCCTGAACGGAGGGTTT
	
	Ha/Di

	HLJYC081
	HSYC77
	88
	248
	18
	45.6
	38.9
	228
	47.4
	AAATATGAGCTGCACAGA
	(GA)33
	Di

	
	
	
	475
	18
	47.0
	33.3
	
	
	AACAAATAACAAGCCCTT
	(TG)4
	

	HLJYC082
	HSYC78
	95
	13
	18
	48.3
	44.4
	333
	50.5
	TGAAGGGAACAACGAGTA
	(TG)47
	

	
	
	
	345
	18
	48.6
	38.9
	
	
	CATTGAGGACCAACAAAA
	
	Ha/Di


	HLJYC083
	HSYC80
	93
	130
	20
	48.6
	45.0
	206
	51.6
	ACTTCAGGTCAATGTCTAGG
	(TG)30
	Di

	
	
	
	335
	18
	49.9
	44.4
	
	
	GGGGAAACAGGTATCAAA
	
	

	HLJYC084
	HSYC82
	92
	24
	18
	46.8
	50.0
	177
	50.9
	AGATGGTCTGTATGTGCC
	(CA)38
	

	
	
	
	200
	18
	48.5
	38.9
	
	
	ATCTTTCAGCGTGTTTCA
	
	

	HLJYC085
	HSYC83
	91
	74
	18
	43.0
	33.3
	213
	47.0
	TCCACTAAATAAACCACA
	(CA)51
	

	
	
	
	286
	18
	45.2
	33.3
	
	
	GACGGATAAATTGATGAA
	
	

	HLJ
	HSYC84
	86
	9
	18
	42.3
	38.9
	169
	47.9
	TCTATGAGAAAGCACTTG
	(CA)17
	Di

	
	
	
	177
	18
	42.3
	38.9
	
	
	AGGCATTTACTGTATGTG
	
	

	HLJ
	HSYC85
	94
	383
	18
	54.3
	55.6
	159
	50.0
	CTTCGGCAACTGACCTGA
	(TG)17
	

	
	
	
	261
	18
	54.2
	44.4
	
	
	CGATCCCAATGCAAACAT
	
	Ha/Di

	HLJYC086
	HSYC86
	84
	97
	20
	45.9
	30.0
	335
	48.3
	TAAGCCTTGTAAGTATTTTG
	(GA)39
	

	
	
	
	431
	18
	44.7
	38.9
	
	
	CTGAAGCTATTTGCTCTT
	
	Ha/Di

	HLJYC087
	HSYC87
	94
	47
	18
	49.6
	44.4
	426
	50.5
	TGTGGTGCTATCGGTAAA
	(CA)29
	

	
	
	
	472
	18
	53.1
	55.6
	
	
	GAGATTCGCTTCTGTGCC
	(GA)38
	

	HLJYC088
	HSYC88
	87
	371
	18
	48.1
	44.4
	263
	49.8
	ATGCTCATGTGGTTTCTG
	(CA)53
	Di

	
	
	
	633
	18
	47.4
	50.0
	
	
	TGAATGAGGACAGGAGTG
	
	

	HLJ
	HSYC89
	93
	114
	18
	49.9
	44.4
	157
	49.4
	CATCTGCCAAATGCTACA
	(TG)34
	

	
	
	
	270
	18
	49.3
	50.0
	
	
	TACGGCTAAGTACGGTGA
	
	

	HLJYC089
	HSYC90
	90
	52
	19
	47.0
	42.1
	267
	52.3
	CTACCGCTTATCAGAACTT
	(CA)27
	

	
	
	
	318
	18
	49.3
	44.4
	
	
	CGATCTTTGCATCACTCA
	
	Di

	HLJYC090
	HSYC91
	98
	79
	18
	51.4
	50.0
	312
	52.4
	TGAGGCAACATTCAGAGC
	(TG)49
	

	
	
	
	390
	19
	49.8
	52.6
	
	
	CCTTGATACAGGAGCAGAG
	(GA)9
	

	HLJYC091
	HSYC93
	94
	39
	18
	48.0
	38.9
	219
	50.2
	TTCCTGAATCAATGCTGT
	(CA)77
	

	
	
	
	257
	18
	47.7
	44.4
	
	
	CACAAACCCATCTGAAAC
	
	

	HLJYC093
	HSYC93
	90
	263
	20
	55.0
	40.0
	214
	51.1
	AAAGATGTTGGTTTTGGGTG
	(TC)30
	

	
	
	
	476
	18
	55.6
	50.0
	
	
	AGGCCGAAAGATGGCTAA
	
	

	HLJYC092
	HSYC94
	100
	3
	18
	48.8
	50.0
	183
	48.9
	CGACGGTCACATCTATTG
	(CA)32
	

	
	
	
	185
	18
	48.4
	38.9
	
	
	TGTTTCCTTTCAGTTTGC
	
	

	HLJ
	HSYC95
	81
	105
	18
	49.8
	50.0
	181
	49.9
	CCTTTCTTATGGGTCTGC
	(CA)23
	

	
	
	
	285
	18
	52.0
	50.0
	
	
	GAGGCGGTTTGTTCTTCT
	
	

	HLJ
	HSYC96
	83
	301
	22
	54.2
	31.8
	135
	49.4
	AGCTCAGAATAATTTGCCTTTA
	(TG)26
	Ha/Di

	
	
	
	435
	18
	53.3
	55.6
	
	
	ACGATCTGCTTGCCTGTC
	
	

	HLJ
	HSYA86
	76
	1
	18
	54.3
	61.1
	201
	51.6
	GTCGACGATCAGGCTGTG
	(TG)32
	Di

	
	
	
	201
	22
	53.5
	31.8
	
	
	TTGCAACACTAAAAGTGAGAAA
	
	Ha/Di

	HLJ
	HSYC27
	80
	3
	19
	57.2
	57.9
	127
	53.4
	CGACGATCAGGTGCAGGTA
	(TG)12
	Di

	
	
	
	129
	18
	57.6
	61.1
	
	
	TGCGTCTTGACGGTGTCC
	
	Ha/Di

	HLJ
	HSYB
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