Table 4 Description of the 735  pairs of primer for SSR
	Primers
	ID
	Repeat
	Forward Primer (5’−3’)
	Tm °C
	GC%
	Reverse primer (3’−5’)
	Tm °C
	GC%
	Product size pb

	DAS1
	 JQ846270.1 
	(CCA)3
	CTATAGGGACAGCGGCTCAG
	60
	60
	CAAGAGCAAAGATCATGCCA
	59
	45
	257

	DAS2
	JQ846270.1 
	(TGGG)2
	ATCTACAACAGGGACCACGC
	60
	55
	TTTGAAAGGAAGGGCTCTGA
	59
	45
	117

	DAS3
	JQ846270.1 
	(CCTT)2(TCAAA)2
	ATCTACAACAGGGACCACGC
	60
	55
	AATTGAACCAACTCCGCTTG
	60
	45
	211

	DAS4
	 FJ971053.1 
	(TTTG)2
	TGCTGAGGAAAAGAGCCATT
	60
	45
	CATCCTCTTCCTTTCCCTCC
	60
	55
	102

	DAS4
	 FJ971053.1 
	(CAGA)2
	GGAGGGAAAGGAAGAGGATG
	60
	55
	CTGGAGGTGGCTCCTTGTAG
	59
	60
	107

	DAS5
	 FJ971053.1 
	(CAT)3
	TCTCCCTCACAAGAGCCCTA
	59
	55
	TAAACCAGGACAAAGGTGCC
	60
	50
	193

	DAS6
	 FJ971053.1 
	(TGGG)2
	GCGGTGTTCTTGGTTCACTT
	60
	50
	TTGAGATCCAAAGTGAGGGG
	60
	50
	241

	DAS7
	 FJ971053.1 
	(GATT)2
	ACCAATGGATCTTCTGGGTG
	59
	50
	ACGGGTTGAGATCCAAAGTG
	60
	50
	137

	DAS8
	 FJ971053.1 
	(CATGTG)2
	CACTTTGGATCTCAACCCGT
	60
	50
	AAAATGGCATAATTTACACGCA
	59
	32
	138

	DAS9
	XM_002312111.2 
	(AAG)3
	ACTGCGTTTGCATTGTTTGA
	60
	40
	AACCACACCCATCACAGTCA
	59
	50
	275

	DAS10
	XM_002312111.2 
	(TGGTG)2
	ATGGGTGTGGTTAAGGACCA
	60
	50
	CACCACCATTATGCAACTCG
	60
	50
	280

	DAS11
	XM_002312111.2 
	(AAAC)2
	GCTGGTGTGGTGAAAGGATT
	60
	50
	TGGCATCAGTTGCAGAGAAG
	60
	50
	160

	DAS12
	XM_002312111.2 
	(CTCCT)2
	CAAGCCCAGTTTGTTCCATT
	60
	45
	CAGCCAAACCCCTCAAACTA
	60
	50
	194

	DAS13
	XM_002312111.2 
	(GGGC)2
	CAAGCCCAGTTTGTTCCATT
	60
	45
	CATGAAAATGACATGCCACA
	58
	40
	279

	DAS14
	 AB058679.1 
	(T)11
	AAACAGAGATACTTCATTTCTCAAACA
	58
	30
	GAGAACTTGTTCGCTCCCAG
	60
	55
	235

	DAS15
	 AB058679.1 
	(CACACC)2
	ACCGCAAATACATCGGAAAG
	60
	45
	GAGAACTTGTTCGCTCCCAG
	60
	55
	185

	DAS16
	 AB058679.1 
	(AAGTCG)2
	CACAATCTTGACGGTGATGG
	60
	50
	CCGGCTATAGCTCCTAGGGT
	59
	60
	237

	DAS17
	 AB058679.1 
	(CCAG)2
	GAGATCATCGGCACCTTTGT
	60
	50
	GGCATGCTGCTTGTTGTAGA
	60
	50
	213

	DAS18
	 AB058679.1 
	(AATT)2(TGTGA)2*(AGCA)2*
	CCATCCCTTTCAAGTCCAAG
	59
	50
	AAAAAGATGGAATGGAGGGC
	60
	45
	244

	DAS19
	 AB058679.1 
	(TCCAT)2
	CCATCCCTTTCAAGTCCAAG
	59
	50
	GTGGGGCCTCTCCCTAAA
	60
	61
	260

	DAS20
	 AB286964.1 
	(CTTCCT)2
	GCTCAAGTCGTGGTCCTTCT
	59
	55
	GATGATGTAGAACACCGCCC
	60
	55
	280

	DAS21
	 AB286964.1 
	(CAT)3
	ATGATCTTCGCCCTCGTCTA
	59
	50
	GTACAGGCCCTGCTGGAAC
	60
	63
	186

	DAS22
	 AB286964.1 
	(CGG)3
	GGCGGTGTTCTACATCATCA
	59
	50
	GTAGACGAGGACGAAGGTGC
	59
	60
	178

	DAS23
	 AB286964.1 
	(CACCGG)2
	GTCTACACCGTCTTCTCCGC
	59
	60
	GATCGCTCTGATGACCACCT
	60
	55
	276

	DAS24
	 AB286964.1 
	(GCT)3
	TCCCATTCAAGACCAAGTCC
	59
	50
	ATTTGCACAACAACGAGCAG
	59
	45
	271

	DAS25
	 AB286964.1 
	(AGAA)2
	TCAATTAGATTTCAGCCCCG
	60
	45
	CTTTGCCCCATCACTCTAGC
	59
	55
	221

	DAS26
	 AB286964.1 
	(GCTA)2
	TCAATTAGATTTCAGCCCCG
	60
	45
	CTCCGCTCATCATTGTCCTT
	60
	50
	238

	DAS27
	 AB286964.1 
	(TCTGG)2
	GCTAGAGTGATGGGGCAAAG
	59
	55
	AGGTCCTGACACACAGGATG
	58
	55
	155

	DAS28
	 JF834202.1 
	(CAAGTC)2
	CACAATCTTGACGGTGATGG
	60
	50
	ATGTAGAACAACGCCCTGGT
	59
	50
	207

	DAS29
	 JF834202.1 
	(CCAG)2
	GAGATCATCGGCACCTTTGT
	60
	50
	GAACGGTCCAACCCAGAATA
	59
	50
	249

	DAS30
	 JF834202.1 
	(AGCA)2(AAGCA)2*
	GCAGCACTTGCAGCTTTGTA
	60
	50
	GCCCCTGATCCTGAGACATA
	60
	55
	260

	DAS31
	EF364432.1
	(GGT)3
	CTACATGGTGATGCAGTGCC
	60
	55
	ACGAAGGTGCCAACAATCTC
	60
	50
	159

	DAS32
	EF364432.1
	(TGGG)2
	TCTACAACAAGGACCACGCA
	60
	50
	GCAAACGGATAAAAGTGGGA
	59
	45
	203

	DAS33
	EF364432.1
	(CATT)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	GCAAACGGATAAAAGTGGGA
	59
	45
	176

	DAS34
	EF364432.1
	(TAATG)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	CACATTTCACAGCGTCACCT
	59
	50
	252

	DAS35
	NM_001084854.1
	(CCAAT)2
	CTGTCCAAAGTCCAAACGGT
	60
	50
	TTCCGATTGGTTGTCTCTCC
	60
	50
	186

	DAS36
	NM_001084854.1
	(ACC)3
	CTGTCCAAAGTCCAAACGGT
	60
	50
	AGCTCACCAGGTTCGAAAAA
	59
	45
	253

	DAS37
	NM_001084854.1
	(TTTCTC)2
	TCGAACCTGGTGAGCTTTCT
	60
	50
	AAGTAACCGCTGGGTTGATG
	60
	50
	237

	DAS38
	NM_001084854.1
	(AGG)3
	AGGGTTCCAGCCTAAGCAAT
	60
	50
	GGACATGAGAGTCACGAGCA
	60
	55
	170

	DAS39
	NM_001084854.1
	(ATGT)2
	CATCCCCTTCAAGTCCAGAA
	60
	50
	TTGCATTAAGAGGGCACATAGA
	59
	41
	147

	DAS40
	JX317646.1
	(CCTT)2
	CATGGTCGTTTTACAGGGCT
	60
	50
	TAGAAAACCGCCCTTGTCAG
	60
	50
	265

	DAS41
	JX317646.1
	(AGCGC)2
	GAGATCGTTGGCACCTTTGT
	60
	50
	AAAATCCAATGGTCATCCCA
	60
	40
	233

	DAS42
	JX317646.1
	(GCAT)2
	CCTATTGGGTTCGCTGTGTT
	60
	50
	ATGAATGGTCCAACCCAGAA
	60
	45
	152

	DAS43
	JX317646.1
	(CATT)2
	CATTGGATTTTCTGGGTTGG
	60
	45
	CACATGCTTTGCTGCTCATT
	60
	45
	278

	DAS44
	KF641169.1
	(TACTG)2
	ATACCTGTAACACCGTCGGG
	59
	55
	AAACAACCCAAAAGTGACCG
	59
	45
	128

	DAS45
	KF641169.1
	(TATTA)2
	GCCATTCCTTTCAAGTCCAA
	60
	45
	CAAAAGATGCCAAAACAAAAGA
	59
	32
	163

	DAS46
	KF641169.1
	(TTTTG)2
	AGCAGCATTGGCAGCTTTAT
	60
	45
	TTTTTCGAACACAAATCTATCAACA
	59
	28
	260

	DAS47
	JN632528.1
	(AAGTCG)2
	CACAATCTTGACGGTGATGG
	60
	50
	TCGAAGGTGGAGCTCTTCTC
	59
	55
	279

	DAS48
	GQ903902.1
	(CACC)2
	TACACTGAACCACCAGCAGC
	59
	55
	AAAAACAGCCCAAACGTCAC
	60
	45
	278

	DAS49
	GQ903902.1
	(GGT)3
	GTGACGTTTGGGCTGTTTTT
	60
	45
	CGTTTGGCATCAGTAGCAGA
	60
	50
	254

	DAS50
	GQ903902.1
	(CCTT)2
	GATCAGAGCCATCCCTTTCA
	60
	50
	ACCTTCCTTCCCTTCCACAA
	60
	50
	224

	DAS51
	GQ903902.1
	(GGAAG)2(GGAA)2*
	GATCAGAGCCATCCCTTTCA
	60
	50
	ATGGGCTCATCACACATGG
	60
	53
	246

	DAS52
	GQ903902.1
	(TGTA)2
	TTGTGGAAGGGAAGGAAGGT
	60
	50
	GGAAAAAGGACAACTTGGCA
	60
	45
	201

	DAS53
	AY243800.1
	(CTTCCT)2
	CACGGACGACAAGGACTACA
	59
	55
	TTGGAGGTGGACTTGGAGAC
	60
	55
	168

	DAS54
	AY243800.1
	(CAT)3
	GAGGAAGTTGTCCCTCACCA
	60
	55
	TAGACGAGGATGAAGGTGCC
	60
	55
	198

	DAS55
	AY243800.1
	(GCGCT)2(GCTG)2*
	CCGCCGTAATTTACAACCAG
	60
	50
	AAAACAGCCACGAATCCATC
	59
	45
	197

	DAS56
	AY243800.1
	(TGC)3
	GCGATCCCGTTCAAGAGTAG
	59
	55
	AAAGCAGCTCCGAACTTTGA
	60
	45
	149

	DAS57
	AY243800.1
	(GGAT)2
	GCGATCCCGTTCAAGAGTAG
	59
	55
	AAAGCAGCTCCGAACTTTGA
	60
	45
	149

	DAS58
	AB206098.1
	(GAAA)2
	GCGTCGACATCATCATCACT
	59
	50
	TCCTGGTAGTCCTTGCCATC
	60
	55
	173

	DAS59
	AB206098.1
	(GGAAG)2(GGAA)2*
	CAGCACTACCGCAGTCTTGA
	60
	55
	TCCTGGTAGTCCTTGCCATC
	60
	55
	139

	DAS60
	AB206098.1
	(GGT)3
	ACATTCGGTCTGTTCTTGGG
	60
	50
	ACAAGGATGAAGGTGCCAAC
	60
	50
	218

	DAS61
	AB206098.1
	(AACA)2
	CCTATTGGGTTCGCTGTGTT
	60
	50
	TGATCCCATCATCATCCTCA
	59
	45
	236

	DAS62
	AB206098.1
	(GAT)3
	CCTATTGGGTTCGCTGTGTT
	60
	50
	GGTGGATCATATCCCACAAA
	58
	45
	279

	DAS63
	NM_001294021.1
	(AAACC)2
	CCATTTCTCACTCGATCATCC
	59
	48
	GCTCCCAGCTTCACATCTTC
	60
	55
	142

	DAS64
	NM_001294021.1
	(AAG)3
	CAAAAACCAAACCCTTGCAT
	59
	40
	ATGAACTCAGCAATCCCAGC
	60
	50
	263

	DAS65
	NM_001294021.1
	(CTTCCT)2
	GCTGGGATTGCTGAGTTCAT
	60
	50
	AGAACACGGATCTGGTCAGG
	60
	55
	247

	DAS66
	NM_001294021.1
	(CAT)3
	TCCAGCTGTGACATTTGGTC
	59
	50
	ATGGTTCACCGCATTAGCTC
	60
	50
	169

	DAS67
	NM_001294021.1
	(CATG)2
	TATTTTTGGTGCATTTGGCA
	59
	35
	AATGGGATGGCTCTGATGAC
	59
	50
	190

	DAS68
	AY663794.1
	(TTCCTG)2
	GGTCGTTCTACAGAGCTGGC
	60
	60
	TTTCCTTGCCAAAAACAACC
	60
	40
	236

	DAS69
	AY663794.1
	(CATT)2
	GGAGTCTTGGAGCAGCAATC
	60
	55
	GCTTGAAGCAGTGGTCACAA
	60
	50
	185

	DAS70
	AY663794.1
	(TGTA)2
	GTGATCAGAGCCATCCCATT
	59
	50
	AGCCTGGCCCATTACTTTTT
	60
	45
	259

	DAS71
	GQ411362.1
	(GGAA)2
	AAGCACCCAGAACCACAAAC
	60
	50
	CTGGTGGAGGCTCCTTGTAG
	59
	60
	163

	DAS72
	GQ411362.1
	(GCAT)2
	GGGTTTGCAGTGTTCTTGGT
	60
	50
	ATGGTAGAGGGCAGCAAGTG
	60
	55
	174

	DAS73
	GQ411362.1
	(CCATT)2
	CACTTGCTGCCCTCTACCAT
	60
	55
	AGCTCCATTGTAGCAACCCA
	60
	50
	197

	DAS74
	GQ411362.1
	(TTAA)2
	CACTTGCTGCCCTCTACCAT
	60
	55
	TTTTGCCAAACAAGGACTGA
	59
	40
	253

	DAS75
	AJ849323.1
	(AAG)3
	CGAGAAATAAAAGGCAGGGG
	60
	50
	ACAAGAAGGTGGCCATGAAC
	60
	50
	218

	DAS76
	AJ849323.1
	(ACTGC)2
	GTGGTCAAGGACCCGACTAA
	60
	55
	CACCACCATTATGCAACTCG
	60
	50
	274

	DAS77
	AJ849323.1
	(AAAC)2
	GCTGGTGTGGTGAAAGGATT
	60
	50
	TGGCATCAGTTGCAGAGAAG
	60
	50
	160

	DAS78
	JQ846271.1
	(GA)6
	ATGGGGACTTCACTGCCTTT
	60
	50
	GCCCTGTAGAAGGACCATGA
	60
	55
	263

	DAS79
	JQ846271.1
	(CAGA)2
	ACTCAGAGAGGCAACCCTTG
	59
	55
	GCCCTGTAGAAGGACCATGA
	60
	55
	115

	DAS80
	JQ846271.1
	(TTTG)2
	GGCACATCAGCTCAGACAGA
	60
	55
	ATGAACTCAGCAATCCCAGC
	60
	50
	113

	DAS81
	JQ846271.1
	(ACTGC)2
	TCATGGTCCTTCTACAGGGC
	60
	55
	GACAGCTTCCTTGCCAAAAG
	60
	50
	245

	DAS82
	JQ846271.1
	(TGG)3
	GAGCTATCTGTGGAGCTGGG
	60
	60
	GTCTCTGGCGTTTCTCTTGG
	60
	55
	188

	DAS83
	JQ846271.1
	(CATG)2
	CCAAGAGAAACGCCAGAGAC
	60
	55
	CACAGCAGCTAGAGCAGCAC
	60
	60
	221

	DAS84
	JQ846271.1
	(TTTTTA)2
	TGCTGCTCTAGCTGCTGTGT
	60
	55
	TGCACATTAGGGGGAGAGAG
	60
	55
	171

	DAS85
	GAJT01000001.1
	(CCA)3
	TCACAGAGAGGCAACCACTG
	60
	55
	GCCCTGTAGAAGGACCATGA
	60
	55
	115

	DAS86
	GAJT01000001.1
	(ACTGC)2
	TCATGGTCCTTCTACAGGGC
	60
	55
	AAGTCACCGCTGGGTTAATG
	60
	50
	220

	DAS87
	GAJT01000001.1
	(GGATG)2
	CTTGGTGCAGCCATCATCTA
	59
	50
	CCCTCTTAAGCCCTGCTCTT
	60
	55
	149

	DAS88
	GAJT01000001.1
	(TCA)3
	AAGAGCAGGGCTTAAGAGGG
	60
	55
	GAACACCGGGAACAAACAAC
	60
	50
	139

	DAS89
	GAJT01000001.1
	(TTGT)2
	AAGAGCAGGGCTTAAGAGGG
	60
	55
	CAAAGGTTGGAAACTGAAGCA
	60
	43
	231

	DAS90
	XM_002303560.2
	(TTTG)2
	CCACCTTATCTCTGTTCCTCTCA
	59
	48
	GCGCCTCTTTGTAATCCTTG
	59
	50
	222

	DAS91
	XM_002303560.2
	(AAAC)2
	TTGCTTTGTTTGCCTGAGTG
	60
	45
	GCCCTGTAAAAGGACCATGA
	59
	50
	246

	DAS92
	XM_002303560.2
	(ACTGC)2
	TGGTACCAGCAAATGTTCCA
	60
	45
	CAGCCCTTGTCAAAGAGAGC
	60
	55
	167

	DAS93
	XM_002303560.2
	(CAT)3
	TGCACTGCTGGTATCTCAGG
	60
	55
	CCATCACCCTTGGTGTATCC
	60
	55
	224

	DAS94
	XM_002303560.2
	(AACTGG)2
	CCCATTGGATTTGCAGTCTT
	59
	45
	TGCTCTTGAAAGGAATGGCT
	60
	45
	214

	DAS95
	XM_002303560.2
	(CATG)2
	ATTAACCCGGCAAGGAGTCT
	60
	50
	CTGCTCTTGAAAGGAATGGC
	60
	50
	155

	DAS96
	XM_002303560.2
	(AGAGC)2
	ATTAACCCGGCAAGGAGTCT
	60
	50
	TGATTCTTGAAAGGGCGAAC
	60
	45
	186

	DAS97
	XM_002303560.2
	(TTCG)2
	GCCATTCCTTTCAAGAGCAG
	60
	50
	TTTTTGCCAAGTGGAAGGAC
	60
	45
	250

	DAS98
	XM_002303560.2
	(TGTC)2
	ATTTGCTTCATTCCCTCCCT
	59
	45
	ATTCACCGAAAGTGGCTTTG
	60
	45
	134

	DAS99
	AF131201.1
	(CTTCCT)2
	CGCTGACGACAAGGACTACA
	60
	55
	TTGGAGGTGGACTTGGAGAC
	60
	55
	168

	DAS100
	AF131201.1
	(CAT)3
	CACATCAACCCAGCTGTGAC
	60
	55
	ATCACCCTTGGTGTAGCCAG
	60
	55
	195

	DAS101
	AF131201.1
	(ACTGGC)2
	CTGGCTACACCAAGGGTGAT
	60
	55
	AGATCCAATGGTCGTTCCAG
	59
	50
	264

	DAS102
	AF131201.1
	(GCCGTG)2
	CTGGAACGACCATTGGATCT
	59
	50
	AGACATCACAGGAAGACGCC
	60
	55
	169

	DAS103
	AF131201.1
	(T)10
	GGCGTCTTCCTGTGATGTCT
	60
	55
	AAATGAGACGGCAAACCTTG
	60
	45
	219

	DAS104
	AF131201.1
	(TTAAG)2
	CTGTACCGAGCTGTGCATGT
	59
	55
	AAATCAAGAAAACCCTGAATCG
	59
	36
	173

	DAS105
	AB275278.1
	(AGG)3
	TAAGCAGCTCAGCTCAAGCA
	60
	50
	TACAGGAACAGGAAGGTGGC
	60
	55
	235

	DAS106
	AB275278
	(TTCCTG)2
	GCGGACGAGAAGGACTACAA
	60
	55
	GTGCAGTAGACGAGCACGAA
	60
	55
	245

	DAS107
	AB275278
	(CGG)3
	CTACATGGTGATGCAGTGCC
	60
	55
	GAAGACGGTGTACACGAGCA
	59
	55
	178

	DAS108
	AB275278.1
	(AGCGC)2
	TGCTCGTGTACACCGTCTTC
	59
	55
	CACCCAGAAGATCCAGTGGT
	60
	55
	221

	DAS109
	AB275278.1
	(TGGG)2
	ACAAGAAGCAGTCGTGGGAC
	60
	55
	TCGCTCGCTCAAGAACAGTA
	59
	50
	277

	DAS110
	AB275278.1
	(CGGCG)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	TCGCTCGCTCAAGAACAGTA
	59
	50
	256

	DAS111
	KF770828.1
	(ACTGC)2
	ATTGCTTGGTCTTTTGGTGG
	60
	45
	AGAGACAGTTTCCTCGCCAA
	60
	50
	119

	DAS112
	KF770828.1
	(TTGG)2
	GCCAGAGACTCTCACGTTCC
	60
	60
	CCAACCCAGAAAATCCATTG
	60
	45
	179

	DAS113
	KF770828.1
	(CATT)2
	CCTGCTAGGAGTCTTGGTGC
	60
	60
	CCCACAAAGTTGGTTTGGTT
	59
	45
	214

	DAS114
	KF770828.1
	(AAACC)2
	GCACTTGCAGCACTTTACCA
	60
	50
	CAACGCACTCACCACCTAAT
	58
	50
	250

	DAS115
	KF770828.1
	(TGTA)2
	AACCAAACCAACTTTGTGGG
	59
	45
	CTGGGCCAGATTCCAACTTA
	60
	50
	197

	DAS116
	KF770828.1
	(GCCCA)2
	AACCAAACCAACTTTGTGGG
	59
	45
	AAAGTTCACAATTACAACCATACATCA
	60
	30
	232

	DAS117
	NM_001084598.1
	(AG)6
	TCCAACCTTGAGTTTCGGTC
	60
	50
	CAATCCCAGCTCTCCAGAAG
	59
	55
	279

	DAS118
	NM_001084598.1
	(ACTGGA)2
	AGGTGGAGCCAACACCATAG
	60
	55
	CTCCAAGACTTCTTGCTGGG
	60
	55
	239

	DAS119
	NM_001084598.1
	(CATT)2
	CCTATCGGATTCGCTGTGTT
	60
	50
	ACTTGAATGGGATGGCTCTG
	60
	50
	215

	DAS120
	NM_001084598.1
	(CTTT)2
	TTTGGGTTGGACCATTCATT
	60
	40
	CTGGGGCATGTCTTTGTTTT
	60
	45
	231

	DAS121
	NM_001084598.1
	(TCTT)2
	CAGAGCCATCCCATTCAAGT
	60
	50
	TGCCTGCTTGAGATAAACCC
	60
	50
	252

	DAS122
	AY372191.1
	(AAGATG)2
	CAAAAGAAACATTCCCACAACA
	59
	36
	TGTTGCAATAAACTCCGCAA
	60
	40
	214

	DAS123
	AY372191.1
	(CCA)3
	GAAACAAAAATGGAGGGCAA
	59
	40
	TGTTGCAATAAACTCCGCAA
	60
	40
	189

	DAS124
	AY372191.1
	(TACTG)2
	TATTCAGGGTATTGCCTGGG
	59
	50
	CCGAATGTTACTGCTGGGTT
	60
	50
	102

	DAS125
	AY372191.1
	(AACA)2
	ACACCGTCTTCTCTGCCACT
	59
	55
	GATCCAGTGGTCGTTCCAGT
	60
	55
	206

	DAS126
	AY372191.1
	(TGGG)2
	CTGGAACGACCACTGGATCT
	60
	55
	TTGGATTTGAAAGGGATTGC
	59
	40
	102

	DAS127
	AY372191.1
	(TTCA)2
	GGTGATTAGGGCAATCCCTT
	60
	50
	GGCTGATGAGACGATCCAAT
	60
	50
	105

	DAS128
	AY372191.1
	(TGT)3
	GCAATCCCTTTCAAATCCAA
	59
	40
	CCAATACAAGCCACAACCCT
	59
	50
	251

	DAS129
	AY372191.1
	(TGTAAT)2
	TCATTCATGGGTGGATGTTG
	60
	45
	AGTACTTAATATACCCGGAACGG
	57
	43
	279

	DAS130
	KF641170.1
	(TTCCTC)2
	GAGGAGCTCACTTCGTGGTC
	60
	60
	AATTCCGACGGTCTTACACG
	60
	50
	147

	DAS131
	KF641170.1
	(TACTG)2
	GAGGAGCTCACTTCGTGGTC
	60
	60
	AGAAACAGCCCGAAAGTCAC
	59
	50
	254

	DAS132
	KF641170.1
	(TGGG)2
	CACTTAGCCACCATTCCGAT
	60
	50
	ACAAAAGGGGAAAACAGCCT
	60
	45
	273

	DAS133
	KF641170.1
	(AAAC)2
	AGGCTGTTTTCCCCTTTTGT
	60
	45
	GCAGGTAAAAAGGAGAGTGGG
	60
	52
	201

	DAS134
	HQ328777.1
	(TTCTTG)2
	GCTAAGGACGTGGAAGTTGC
	59
	55
	GCCTTAACCACACCCATCAC
	60
	55
	194

	DAS135
	HQ328777.1
	(TACTG)2
	GTGATGGGTGTGGTTAAGGC
	60
	55
	GGACAGTTTCCTTGCCAAAA
	60
	45
	171

	DAS136
	HQ328777.1
	(TGGTG)2
	GTGACGTTTGGGCTGTTTTT
	60
	45
	AAGGTGCCAACAATTTCAGC
	60
	45
	212

	DAS137
	HQ328777.1
	(GGT)3
	GCTGGTGTGGTGAAAGGATT
	60
	50
	AGTGAACCCAATTGGCAAAG
	60
	45
	219

	DAS138
	HQ328777.1
	(ACAAGG)2
	CTTTGCCAATTGGGTTCACT
	60
	45
	TGGTGGTACAGAGCTGCAAG
	60
	55
	187

	DAS139
	HQ328777.1
	(CTTC)2
	CTTGCAGCTCTGTACCACCA
	60
	55
	CTTTCCTTCCCTTCCACAAA
	59
	45
	253

	DAS140
	DQ834695.1
	(ACAG)2
	GGGGCCAACAAGTTTACAGA
	60
	50
	GAAGCTCACCAGGCTCAAAC
	60
	55
	106

	DAS141
	
	(TTCA)2
	GGGGCCAACAAGTTTACAGA
	60
	50
	AAAAGCCCAAGCAATACCCT
	60
	45
	252

	DAS142
	
	(TCT)4
	GCTGCCTTGTACCACCAGAT
	60
	55
	ACCAGCCCCACCTCTATTCT
	60
	55
	169

	DAS143
	KP164979.1
	(ACAG)2
	AAAATGGAGGGGAAGGAAGA
	59
	45
	GAAGCTCACCAGGCTCAAAC
	60
	55
	139

	DAS144
	KP164979.1
	(TTCA)2
	ACCGATAGGGACATCAGCAC
	60
	55
	AAAAGCCCAAGCAATACCCT
	60
	45
	226

	DAS145
	KP164979.1
	(CTTCCT)2
	GTTTGAGCCTGGTGAGCTTC
	60
	55
	AAAAGCCCAAGCAATACCCT
	60
	45
	166

	DAS146
	KP164979.1
	(ACTGC)2
	AGGGTATTGCTTGGGCTTTT
	60
	45
	TAGTGATGTCCCTGGAACCC
	59
	55
	211

	DAS147
	KP164979.1
	(TCT)4
	GCTGCCTTGTACCACCAGAT
	60
	55
	AACCACCCCCACCTCTATTC
	60
	55
	170

	DAS148
	EF470293.1
	(GAAA)2
	TTAGGTTGGGTTGCACTTGA
	59
	45
	GCTGGTGGCTCCTTGTAGTC
	59
	60
	174

	DAS149
	EF470293.1
	(GAA)3
	GGTTGCACTTGAGGGAAAGA
	60
	50
	GCTGGTGGCTCCTTGTAGTC
	59
	60
	166

	DAS150
	EF470293.1
	(TGGTG)2
	CCTGCTGTGACCTTTGGATT
	60
	50
	CATGGGAGTCTCTGGCATTT
	60
	50
	280

	DAS151
	AJ849322.1
	(AAAC)2
	CGAGGTGCTCTCCTACTTCC
	59
	60
	GCGCCTCTTTGTAGTCCTTG
	60
	55
	176

	DAS152
	AJ849322.1
	(TTTG)2
	AATGGAGGGCAAAGAAGAGG
	60
	50
	GCCCTGTAAAAGGACCATGA
	59
	50
	159

	DAS153
	AJ849322.1
	(ACTGC)2
	TGGTACCAGCAAATGTTCCA
	60
	45
	ACATTAGCTCCACCACCCTG
	60
	55
	273

	DAS154
	AJ849322.1
	(AACTGG)2
	ATGTCCCTATTTTGGCTCCC
	60
	50
	TGCTCTTGAAAGGAATGGCT
	60
	45
	237

	DAS155
	AJ849322.1
	(CATG)2
	ATTAACCCGGCAAGGAGTCT
	60
	50
	CTGCTCTTGAAAGGAATGGC
	60
	50
	155

	DAS156
	AJ849322.1
	(TTCG)2
	ATTAACCCGGCAAGGAGTCT
	60
	50
	TCACATGACAGATAGAGAAGCCA
	59
	43
	252

	DAS157
	AJ849322.1
	(TTTGG)2
	ATTAACCCGGCAAGGAGTCT
	60
	50
	AACACCACAATACCAAATTCACA
	59
	35
	270

	DAS158
	JQ846272.1
	(ACAG)2
	GGAGGGGAAAGAAGAGGATG
	60
	55
	CCATGACAGTGAGGATGGTG
	60
	55
	218

	DAS159
	JQ846272.1
	(ACTGC)2
	TGAGCTCCACTCCTGGTCTT
	60
	55
	TCACTGCTGGGTTTATGTGC
	59
	50
	224

	DAS160
	JQ846272.1
	(TGG)3
	TGCACTGCTGGTATCTCAGG
	60
	55
	TCCAATGATCTCAGCACCAA
	60
	45
	243

	DAS161
	JQ846272.1
	(TGGG)2
	CTCCCAATTGGATTTGCAGT
	59
	45
	ACTTGAATGGGATGGCTCTG
	60
	50
	214

	DAS162
	JQ846272.1
	(GTGTT)2
	CAGAGCCATCCCATTCAAGT
	60
	50
	TGCCCACTGTTACACAAAGC
	59
	50
	183

	DAS163
	XM_002315135.2
	(TTTC)2
	CCCTCAACAGAGACCAAACG
	60
	55
	TGACCATGAAGTCAGTTCGC
	59
	50
	259

	DAS164
	XM_002315135.2
	(ACTGC)2
	CACCGTTTTGACTGTGATGG
	60
	50
	TGCCAAAAATAGCCCAAAAG
	60
	40
	172

	DAS165
	XM_002315135.2
	(ACAAGG)2
	TCCCTATTTTGGCACCTTTG
	59
	45
	AACGGCCAAATGTAAAGCAC
	60
	45
	270

	DAS166
	XM_002315135.2
	(ATTATG)2
	AGCACTCGCAGCTCTTTACC
	59
	55
	AAATGCACAAAAGGCCAAAC
	60
	40
	165

	DAS167
	XM_002315135.2
	(TAAG)2
	GTGCTTTACATTTGGCCGTT
	60
	45
	TGCAATTGGGATAAAAAGCC
	59
	40
	170

	DAS168
	AB009308.2
	(GCG)3
	ACACCCACACCCATCTTCTC
	59
	55
	TGTAGTCCTTCTCGTCGGCT
	60
	55
	160

	DAS169
	AB009308.2
	(CTTCCT)2
	AGCCGACGAGAAGGACTACA
	60
	55
	GTGCAGTAGACGAGCACGAA
	60
	55
	246

	DAS170
	AB009308.2
	(CGG)3
	CTACATCGTGATGCAGTGCC
	60
	55
	GGGGACGTGGGAGTCTCT
	60
	67
	223

	DAS171
	AB009308.2
	(AGCGC)2
	GTGTACACCGTCTTCTCCGC
	60
	60
	CACCCAGAAGATCCAGTGGT
	60
	55
	216

	DAS172
	AB009308.2
	(TGGG)2
	TCTACAACAAGAAGCAGGCG
	59
	50
	ACTGATTGGTCCACTAGCCG
	60
	55
	141

	DAS173
	AB009308.2
	(CGGCG)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	GGAGAGACGGCAGATTTGAG
	60
	55
	255

	DAS174
	AB009308.2
	(TCAG)2
	CAAATCTGCCGTCTCTCCTC
	60
	55
	CGATCGTCGTCCCTTCTTTA
	60
	50
	189

	DAS175
	AB009308.2
	(ATT)3
	CAAATCTGCCGTCTCTCCTC
	60
	55
	AATTCGATCGTCGTCCCTT
	59
	47
	193

	DAS176
	EF364434.1
	(GGAA)2
	TTTGAGTGGTGCTGAGTTGC
	60
	50
	CAAGGGTGCTGGTGGTAGAT
	60
	55
	168

	DAS177
	EF364434.1
	(CACC)2
	ATCTACCACCAGCACCCTTG
	60
	55
	CTGGGTTGATGTGTCCTCCT
	60
	55
	249

	DAS178
	EF364434.1
	(CCAG)2
	GGGTTTGCAGTGTTCTTGGT
	60
	50
	AACAGAGAAAGGCGATGGAA
	59
	45
	239

	DAS179
	EF364434.1
	(TAT)4
	TTGAGACTTCCATCGCCTTT
	59
	45
	TTCAAAGGGGGTCCAACATA
	60
	45
	144

	DAS180
	EF364434.1
	(TGAA)2
	TTGAGACTTCCATCGCCTTT
	59
	45
	GGGCAGGGAAGGATAAAAGA
	60
	50
	172

	DAS181
	NM_001305756.1
	(TGATGG)2
	ATGGTCGTTTTACAGAGCCG
	60
	50
	GGTCACTGCCGGATTAATGT
	59
	50
	214

	DAS182
	NM_001305756.1
	(AATGC)2
	CATTAATCCGGCAGTGACCT
	60
	50
	GCTTCTGCACGTAGGAGGAC
	60
	60
	149

	DAS183
	NM_001305756.1
	(ATC)3
	ACGTCCCTATTTTGGCTCCT
	60
	50
	CTCTGGCCTTGAATGGAATG
	60
	50
	240

	DAS184
	NM_001305756.1
	(CCATT)2
	ACGTCCCTATTTTGGCTCCT
	60
	50
	TCTGACCTTCAAGCTCTGGC
	60
	55
	253

	DAS185
	NM_001305756.1
	(TTTC)2
	GTTGGAGCTACTTTGGCTGC
	60
	55
	CACACAAACCCATCTCAGTCTC
	59
	50
	266

	DAS186
	NM_100044.4
	(TTCT)2
	TTCTCTCTCTCTCTCGCCTCT
	57
	52,4
	CGGCTCTGTAGAAGGACCAC
	59
	60
	276

	DAS187
	NM_100044.4
	(TAGA)2
	TCAGCCACTCTCATTACCCA
	59
	50
	CGATTCCGGCTCTGTAGAAG
	60
	55
	239

	DAS188
	NM_100044.4
	(CCA)3
	GGATGTTCGAGTGGGAGCTA
	60
	55
	CGATTCCGGCTCTGTAGAAG
	60
	55
	149

	DAS189
	NM_100044.4
	(TACTG)2
	CTTCTACAGAGCCGGAATCG
	60
	55
	CAATGACAGCTTACGAGCCA
	60
	50
	241

	DAS190
	NM_100044.4
	(CATT)2
	ACCGGAACAGGAATTAACCC
	60
	50
	GTGGTAAAGAGCCGCAAGAG
	60
	55
	132

	DAS191
	NM_100044.4
	(CCATT)2
	CTCTTGCGGCTCTTTACCAC
	60
	55
	AAACCAGATCATCCACAGCA
	59
	45
	202

	DAS192
	NM_100044.4
	(TGAT)2
	TTTGCTGTGGATGATCTGGT
	59
	45
	CCGAACCAAACCAGAAGAAA
	60
	45
	145

	DAS193
	NM_100044.4
	(TGGTT)2
	TTTGCTGTGGATGATCTGGT
	59
	45
	GAGAAACCAAGCCGAAACAA
	60
	45
	187

	DAS194
	DQ855475.1
	(CTTTT)2
	TCCAAGACGATGGAAAGGAC
	60
	50
	ATTCCAGCGGTGCAGTAAAC
	60
	50
	253

	DAS195
	DQ855475.1
	(CACTGG)2
	TTCCTATTTTGGCACCCTTG
	59
	45
	AATCCAGTGATCATCCCAGC
	59
	50
	152

	DAS196
	DQ855475.1
	(GA)8
	GCTTCAAGAAACCACCGAGA
	60
	50
	GTAGTCCTTGTCGTCGTCCC
	59
	60
	199

	DAS197
	DQ855475.1
	(GCCGGG)2(GAC)3
	GCTTCAAGAAACCACCGAGA
	60
	50
	GCGGTAGAAGGACCAGGACT
	60
	60
	262

	DAS198
	DQ855475.1
	(CTTCCT)2
	GGGACGACGACAAGGACTAC
	59
	60
	TTGGAGGTGGACTTGGAGAC
	60
	55
	169

	DAS199
	DQ855475.1
	(CATG)2
	AGCGACCATTGGATCTTCTG
	60
	50
	CAGACAAGACACTCCCCACA
	59
	55
	180

	DAS200
	DQ855475.1
	(TGTCT)2
	AGCGACCATTGGATCTTCTG
	60
	50
	TGAAGGGAAAGGAAGATGGA
	59
	45
	226

	DAS201
	DQ855475.1
	(TGTT)2
	TCTTCCTGTGGGGAGTGTCT
	59
	55
	ACGATCCCAACGCATAAAAG
	60
	45
	212

	DAS202
	XM_002526821.1
	(AAG)3
	ACTAGCTTGCGCTATGGAGG
	59
	55
	GTGGAGCATTTAGTGGGTGC
	60
	55
	270

	DAS203
	XM_002526821.1
	(TTCTTG)2
	GGCGAGTTGACTTCATGGTC
	60
	55
	CAAGAGCAAAGATCATGCCA
	59
	45
	178

	DAS204
	XM_002526821.1
	(TACTG)2
	TGGCATGATCTTTGCTCTTG
	59
	45
	GCACCAAGACCATCACCTTT
	60
	50
	258

	DAS205
	XM_002526821.1
	(GAT)3
	GGTGCAGCAATCATCTTCAA
	59
	45
	CATCAAACGGTCACACATGG
	60
	50
	172

	DAS206
	KP164980.1
	(CACC)2
	ATCTACCACCAGCACCCTTG
	60
	55
	CTGGGTTGATGTGTCCTCCT
	60
	55
	249

	DAS207
	KP164980.1
	(CCAG)2
	GGGTTTGCAGTGTTCTTGGT
	60
	50
	TGGAAGTCTCAGGCTCTGGT
	60
	55
	224

	DAS208
	KP164980.1
	(TAT)4
	ACCAGAGCCTGAGACTTCCA
	60
	55
	GGGCAGGGAAGGATAAAAGA
	60
	50
	183

	DAS209
	XM_002446884.1
	(TGC)3
	TCTGCTTCCAGAACCACCTC
	60
	55
	TGTAGTCCTTGTCGTCGGTG
	59
	55
	274

	DAS210
	XM_002446884.1
	(GCACC)2
	ACCATTGCTGCTGCTCACTA
	59
	50
	TGTAGTCCTTGTCGTCGGTG
	59
	55
	248

	DAS211
	XM_002446884.1
	(CTTCCT)2
	CACCGACGACAAGGACTACA
	59
	55
	GTAGACGAGGGCGAAGATCA
	60
	55
	235

	DAS212
	XM_002446884.1
	(CAT)3
	ACATCTCCATCCTCACCGTC
	59
	55
	GTACAGCCCCTGCTGGAAC
	60
	63
	278

	DAS213
	XM_002446884.1
	(CGG)3
	GGGCGGTCTTCTACATCATC
	59
	55
	GTAGACGAGGACGAAGGTGC
	59
	60
	179

	DAS214
	XM_002446884.1
	(TGAAA)2
	CGTTCCTCTTTCAAGTTCGC
	60
	50
	TCGACTATCTCATCATCACTTCAA
	58
	38
	142

	DAS215
	XM_002309090.1
	(GGAG)2(AGA)3*
	CAAGAGGCAAGTGAGACCAA
	59
	50
	ACCATGATAACCACTCCCCA
	60
	50
	207

	DAS216
	XM_002309090.1
	(GGCA)2
	TGTGAAGGTGGGTGCAAATA
	60
	45
	AAAAGCCCAAGCAATACCCT
	60
	45
	268

	DAS217
	XM_002309090.1
	(TCCTG)2
	ACACCGTCTTCTCTGCCACT
	59
	55
	TTCTGGCTGGGTTAATACCG
	60
	50
	147

	DAS218
	XM_002309090.1
	(CCAG)2
	ACTCCCATGTTCCTGTCCTG
	60
	55
	TTTGGATTTGAAAGGGATGG
	59
	40
	245

	DAS219
	AB275279.1
	(AGG)3
	AAGCCAGGCCAAGCAAAG
	61
	56
	AGAAGGACCAGGAGGAGAGC
	60
	60
	202

	DAS220
	AB275279.1
	(GGC)3
	ATGGAGGGCAAGGAGGAG
	60
	61
	AGAAGGACCAGGAGGAGAGC
	60
	60
	163

	DAS221
	AB275279.1
	(CTTCCT)2
	AGCTCTCCTCCTGGTCCTTC
	60
	60
	GTGCAGTAGACGAGCACGAA
	60
	55
	190

	DAS222
	AB275279.1
	(CGG)3
	CTACATCGTGATGCAGTGCC
	60
	55
	GTTGCGGAGAAGACGGTGTA
	61
	55
	186

	DAS223
	AB275279.1
	(AGCGC)2
	GTGTACACCGTCTTCTCCGC
	60
	60
	CACCCAGAAGATCCAGTGGT
	60
	55
	216

	DAS224
	AB275279.1
	(TGGG)2
	TCTACAACAAGAAGCAGGCG
	59
	50
	AAGACTCCATCCACAGTCGG
	60
	55
	164

	DAS225
	AB275279.1
	(CGGCG)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	AAGACTCCATCCACAGTCGG
	60
	55
	137

	DAS226
	AB275279.1
	(AATC)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	CAAAAACCGTGAACGGAAAG
	60
	45
	232

	DAS227
	EF364435.1
	(ACAG)2
	GGGGCCAACAAGTTTACAGA
	60
	50
	GAAGCTCACCAGGCTCAAAC
	60
	55
	106

	DAS228
	EF364435.1
	(TTCA)2
	GGGGCCAACAAGTTTACAGA
	60
	50
	AAAAGCCCAAGCAATACCCT
	60
	45
	252

	DAS229
	EF364435.1
	(CTTCCT)2
	GTTTGAGCCTGGTGAGCTTC
	60
	55
	AAAAGCCCAAGCAATACCCT
	60
	45
	166

	DAS230
	EF364435.1
	(ACTGC)2
	AGGGTATTGCTTGGGCTTTT
	60
	45
	TACTGATGTCCCTGGAACCC
	59
	55
	211

	DAS231
	EF364435.1
	(TCT)4
	GCTGCCTTGTACCACCAGAT
	60
	55
	ACCAGCCCCACCTCTATTCT
	60
	55
	169

	DAS232
	HM641265.1
	(GAGCT)2
	TACAAAGAGCCACCTCCTGC
	60
	55
	CAAGAGCAAAGATCATGCCA
	59
	45
	214

	DAS233
	HM641265.1
	(TACTG)2
	TGGCATGATCTTTGCTCTTG
	59
	45
	TAGAACACAGCACGGGTCAG
	59
	55
	120

	DAS234
	HM641265.1
	(AACCGG)2
	GCTACAGCAAAGGTTCTGGC
	60
	55
	AATATCCAATGGTCGTCCCA
	60
	45
	262

	DAS235
	HM641265.1
	(CATT)2
	CCCTATCGGATTTGCAGTGT
	60
	50
	AAGGAATTGCTCTGATGACCA
	59
	43
	206

	DAS236
	FJ646594.1
	(ACTGC)2
	TGTTTGAGCCCAGTGAGTTG
	59
	50
	GCCCTTGTCAACGACAATTT
	60
	45
	280

	DAS237
	FJ646594.1
	(GGAA)2
	GGTGACATTTGGGCTGTTCT
	60
	50
	GAGTTAGCTCCACCACCCAA
	60
	55
	156

	DAS238
	FJ646594.1
	(ACAAGG)2
	GCTGAAATTGTTGGCACCTT
	60
	45
	CTGCTAGTGCTGCTCCAATG
	59
	55
	271

	DAS239
	FJ646594.1
	(CATT)2
	TTTTCAACAAGGACAAGGGC
	60
	45
	TGAAAGGAATGGCCCTGATA
	60
	45
	114

	DAS240
	FJ646594.1
	(GTT)3
	CACTTAGCCACCATCCCAAT
	59
	50
	GACTTGAAAGGAATGGCCC
	59
	53
	185

	DAS241
	NM_202760.2
	(AGAA)2
	TCGACCACACACTTGGTAGC
	59
	55
	GACTGAGCCGATGTACCGAT
	60
	55
	175

	DAS242
	NM_202760.2
	(AGCTC)2
	ATCGGTACATCGGCTCAGTC
	60
	55
	CAAGAGCAAAGATCATGCCA
	59
	45
	247

	DAS243
	NM_202760.2
	(TACTG)2
	AAGGTATCGCTTGGGCTTTT
	60
	45
	ACTTCCGAGCCAAGAACAGA
	60
	50
	117

	DAS244
	NM_202760.2
	(GGT)3
	GGAGTCGTCAAAGGTTTCCA
	60
	50
	AATAAAACCGGGGAAATTCG
	60
	40
	267

	DAS245
	NM_202760.2
	(CATT)2
	TGGGATGACCATTGGATTTT
	60
	40
	TCTGGACCGTGGAATCTTTC
	60
	50
	137

	DAS246
	NM_202760.2
	(TATC)2
	GAAAGATTCCACGGTCCAGA
	60
	50
	ACTTCAGAGACCCTTTGCCA
	59
	50
	202

	DAS247
	NM_001305690.1
	(TACTG)2
	ATACCTGTAACACCGTCGGG
	59
	55
	AAACAACCCAAAAGTGACCG
	59
	45
	128

	DAS248
	NM_001305690.1
	(TATTA)2
	GCCATTCCTTTCAAGTCCAA
	60
	45
	CAAAAGATGCCAAAACAAAAGA
	59
	32
	163

	DAS249
	NM_001305690.1
	(TTTTG)2
	AGCAGCATTGGCAGCTTTAT
	60
	45
	TTTTTCGAACACAAATCTATCAACA
	59
	28
	260

	DAS250
	NM_001293985.1
	(CAAGTC)2
	CACAATCTTGACGGTGATGG
	60
	50
	ATGTAGAACAACGCCCTGGT
	59
	50
	207

	DAS251
	NM_001293985.1
	(CCAG)2
	GAGATCATCGGCACCTTTGT
	60
	50
	GAACGGTCCAACCCAGAATA
	59
	50
	249

	DAS252
	NM_001293985.1
	(AGCA)2
	GCAGCACTTGCAGCTTTGTA
	60
	50
	GCCCCTTGATTCTTGAGACA
	60
	50
	266

	DAS253
	JQ768372.1
	(TCCTCT)2
	GCACCACTCATCGACTATGC
	59
	55
	AGGATGAAGATCATGCCACC
	59
	50
	194

	DAS254
	JQ768372.1
	(ACTGGT)2
	GGTGGTGGTGCTAACCTTGT
	59
	55
	GCAGCACCAAAACTCCTAGC
	60
	55
	245

	DAS255
	JQ768372.1
	(AGC)4
	GCTAGGAGTTTTGGTGCTGC
	60
	55
	TCTCTAGTTGGTGGGGTTGC
	60
	55
	180

	DAS256
	JQ768372.1
	(AAAAC)2
	GGTCCATTTGTTGGAGCACT
	60
	50
	TCATCATCATCCACATCCTCTC
	59
	45
	233

	DAS257
	JQ768372.1
	(GAT)3
	GCAACCCCACCAACTAGAGA
	60
	55
	CAGTTCCAAAGCTACCAACAAA
	59
	41
	212

	DAS258
	AY189973.1
	(CATT)2
	CAATGGATTTTCTGGGTTGG
	60
	45
	TGGGACATTAGGGCACATTT
	60
	45
	279

	DAS259
	AY189973.1
	(GGCTAA)2
	AAATGTGCCCTAATGTCCCA
	60
	45
	TGCACGAATGGACAGAGGTA
	60
	50
	156

	DAS260
	GAJT01000002.1
	(ACTGC)2
	AATGGTCATTCCACAGAGCC
	59
	50
	GAGCAGTGAAACCTTCCTCG
	60
	55
	269

	DAS261
	GAJT01000002.1
	(GTGTAC)2
	TGGGATGACCATTGGATTTT
	60
	40
	AAGTGGCCCTCTCCAATTTT
	59
	45
	226

	DAS262
	AJ849324.1
	(TCTT)2
	GGGCATACTCGTGGAAAAGA
	60
	50
	AAAGCCCATGCAATACCAAG
	60
	45
	212

	DAS263
	AJ849324.1
	(TGG)3
	TAATCAGGGCTGTGGGCTAC
	60
	55
	ACAGCAAACCCAATTGGAAG
	60
	45
	271

	DAS264
	AJ849324.1
	(GCACAG)2
	GGTGCTAACACAGTGGCTCA
	59
	55
	ACAGCAAACCCAATTGGAAG
	60
	45
	167

	DAS265
	AJ849324.1
	(TACTGG)2
	CTTCCAATTGGGTTTGCTGT
	60
	45
	AATGGCTCCTGCTCTCAAAA
	60
	45
	210

	DAS266
	AJ849324.1
	(ACCC)2
	CGAGCATGTCTGACCAAGAA
	60
	50
	AACGCGATAGCCATACCAAC
	60
	50
	172

	DAS267
	AJ849324.1
	(TCTT)2
	ACCTCCAGCACCACTTTTTG
	60
	50
	AAAGCCCATGCAATACCAAG
	60
	45
	180

	DAS268
	AJ849324.1
	(TGG)3
	TAATCAGGGCTGTGGGCTAC
	60
	55
	ACAGCAAACCCAATTGGAAG
	60
	45
	271

	DAS269
	AJ849324.1
	(TCA)3
	CTTCCAATTGGGTTTGCTGT
	60
	45
	CATTTAATTTGTGGGGTGGC
	60
	45
	252

	DAS270
	AB058678.1
	(GCG)3
	GCTACAAATCCCAGAGCGAG
	60
	55
	AAGGCCTTCACCAACCCTAC
	60
	55
	244

	DAS271
	AB058678.1
	(TTAA)3
	CAAAGCTTGGGATGACCAAT
	59
	45
	ACAGTTCCACAGCCCTTCAA
	60
	50
	261

	DAS272
	AB058678.1
	(CTTTG)2
	GAAATTTGAAGGGCTGTGGA
	60
	45
	TCATTAGCTTTCTCTGGCATCA
	60
	41
	211

	DAS273
	AB219366.1
	(AAAAG)2
	ATCTGCAGAATTCGCCCTTA
	59
	45
	CCGAGTAGTCCTTGCTGGAG
	60
	60
	161

	DAS274
	AB219366.1
	(CACCGG)2
	CACCTTCGTGCTCGTCTACA
	60
	55
	AAGATCCATTGGTCATCCCA
	60
	45
	222

	DAS275
	AB219366.1
	(TGGG)2
	CTGGGATGACCAATGGATCT
	59
	50
	CAGATGATGCGAAGACTGGA
	59
	50
	263

	DAS276
	AB219366.1
	(GCC)3
	ACCAATGGATCTTCTGGGTG
	59
	50
	CAGATGATGCGAAGACTGGA
	59
	50
	255

	DAS277
	AB219366.1
	(TTGC)2
	TCCAGTCTTCGCATCATCTG
	59
	50
	TCGGATCCACTAGTAACGGC
	60
	55
	192

	DAS278
	JF834203.1
	(GTTGG)2
	GGCATGATCTTCGTCCTTGT
	60
	50
	ATGATCTCAGCACCCAAACC
	59
	50
	263

	DAS279
	JF834203.1
	(TTAA)2
	GGAGTTTTGGAGCTGCTGTC
	60
	55
	CGTCTGAAAACCATGGATCA
	59
	45
	208

	DAS280
	JF834203.1
	(TGG)3
	GGCATGATTTTCGTCCTTGT
	59
	45
	ATGATCTCAGCACCCAAACC
	59
	50
	263

	DAS281
	AY823263.1
	(CCG)3
	TCTCCGCCAAGGACTATCAT
	59
	50
	GTAAAGGAAGAGCAGCGTGG
	60
	55
	122

	DAS282
	AY823263.1
	(GAGCTG)2
	CGTGTTCATGGTTCACTTGG
	60
	50
	CCCCAAAAACAGTGGAAGAA
	59
	45
	274

	DAS283
	AF062393.1
	(GCG)3
	GGAAGGACGAGGTGATGGA
	61
	58
	GATGTACAGGAACAGCAGCG
	59
	55
	167

	DAS284
	AF062393.1
	(CCG)3
	GAAGGACGAGGTGATGGAGA
	60
	55
	GATGTACAGGAACAGCAGCG
	59
	55
	166

	DAS285
	AF062393.1
	(GACG)2
	GCTGTTCCTGTACATCACCG
	59
	55
	GGTGCAGTAGACCAGGATGAA
	60
	52
	154

	DAS286
	AF062393.1
	(GCG)3(GGCGTG)2*
	GGTACAAGCACCAGACGGAC
	60
	60
	TGAAGTAGGCGTTTGGGAAC
	60
	50
	279

	DAS287
	AF062393.1
	(CACCGG)2
	GACTCACATGTCCCGGTCTT
	60
	55
	CCCAGAAGATCCAATGGTTG
	60
	50
	169

	DAS288
	AF062393.1
	(CTC)3
	TGGTCGTTTTTGTTTCAGCA
	60
	40
	TTTTTCAATTACGGCGAACC
	59
	40
	215

	DAS289
	AF062393.1
	(ATCA)2
	CTCCTGCTTGTCGTGTGTGT
	59
	55
	TTTTTCAATTACGGCGAACC
	59
	40
	185

	DAS290
	FJ607305.1
	(TGGTGT)2
	GGGCAAAGATGTTGAGGTTC
	59
	50
	CATACCTCCAAAAGCCCAAG
	59
	50
	274

	DAS291
	NM_001035774.1
	(AAG)4
	CCACTCCAACAGAGAAGCAA
	59
	50
	CGATGACTGTCAAAACGGTG
	60
	50
	242

	DAS292
	NM_001035774.1
	(ACCGGA)2
	ACTGACCCCAAACGTAGTGC
	60
	55
	ATGAATGGTCCAACCCAAAA
	60
	40
	206

	DAS293
	NM_001035774.1
	(CATT)2
	TGCCGTGTTCATGGTACATT
	59
	45
	TGTTTAGACGTTGGCAGCAC
	59
	50
	238

	DAS294
	NM_001035774.1
	(TTTC)2
	GCTGCCAACGTCTAAACACA
	59
	50
	GGAAACTCTTTGATTTCATTGATTA
	57
	28
	220

	DAS295
	KF641172.1
	(GAGCAG)2
	AGCTGCCATAGCTGCAATTT
	60
	45
	AAAAGCACGAAAGCGAAAGA
	60
	40
	237

	DAS296
	KF641172.1
	(CTTTCG)2
	GAGCAGCCAAAGCTCTAGGA
	59
	55
	CTTTATAAACATCATGAAAGATCTCG
	57
	31
	239

	DAS297
	AY494191.1
	(TTAC)2
	GGACTACAGAAGTGCCCGAA
	60
	55
	CTCCCAGGCACTGAGCTATC
	60
	60
	274

	DAS298
	AY494191.1
	(TACA)2
	CGAAAAATTTCGCTACCTCG
	59
	45
	GTGCGGTGCATTAAATCCTT
	60
	45
	274

	DAS299
	AY494191.1
	(GGA)3
	GATAGCTCAGTGCCTGGGAG
	60
	60
	GTGCGGTGCATTAAATCCTT
	60
	45
	239

	DAS300
	AY494191.1
	(GGTC)2
	ATCTACAATCGCAGCAAGCC
	60
	50
	GTAACTAGCCGCCAAAGCTG
	60
	55
	258

	DAS301
	AY494191.1
	(ATTGGA)2
	CAGCTTTGGCGGCTAGTTAC
	60
	55
	TCATGCCCTCATCCATATCA
	59
	45
	194

	DAS302
	AY494191.1
	(TCCC)2
	TGATATGGATGAGGGCATGA
	59
	45
	TCCAAGACAAGCCACAACAC
	59
	50
	175

	DAS303
	AY243801.1
	(GGC)3
	AAGGACGACGTGATCGAGAG
	60
	55
	GATGTACAGGAACAGCAGCG
	59
	55
	165

	DAS304
	AY243801.1
	(GACG)2(GCGTCG)2*
	AAGGACTACACGGACCCTCC
	60
	60
	GACGAGGACGAAGATCATGC
	60
	55
	246

	DAS305
	AY243801.1
	(CGG)3
	CTCTACATCGTGGCGCAGT
	60
	58
	TGTAGACGAGCACGAAGGTG
	60
	55
	172

	DAS306
	AY243801.1
	(TCGC)2
	CCTACTTCGACAGGTACGGC
	59
	60
	TGTAGACGAGCACGAAGGTG
	60
	55
	105

	DAS307
	AY243801.1
	(CTCCC)2
	CACCTTCGTGCTCGTCTACA
	60
	55
	CACCCAGAAGATCCAGTGGT
	60
	55
	229

	DAS308
	AY243801.1
	(TGGG)2
	CTACAACAAGGACAAGCCCTG
	59
	52
	CCAAGTCGATCGATGAATGA
	59
	45
	236

	DAS309
	AY243801.1
	(GGCG)2
	ACCACTGGATCTTCTGGGTG
	60
	55
	CCAAGTCGATCGATGAATGA
	59
	45
	210

	DAS310
	AY243801.1
	(TCAT)2
	CTACCACCAGTACATCCTCCG
	59
	57
	AACCAAACCAAATCTCACGC
	60
	45
	239

	DAS311
	AY243801.1
	(TGGT)2
	TCATTCATCGATCGACTTGG
	59
	45
	ACCATAAGAGCAGAGCGGAA
	60
	50
	165

	DAS312
	FJ851079.1
	(CCAAG)2
	TTGAAGTTGGAGGACAAGGC
	60
	50
	GGTCGGTTTGGCTCTTGTAA
	60
	50
	192

	DAS313
	FJ851079.1
	(GTG)3
	TTACAAGAGCCAAACCGACC
	60
	50
	AGAGACACTTTCCTCGCCAA
	60
	50
	183

	DAS314
	FJ851079.1
	(ATGTGG)2
	TGCACTGCTGGTATCTCAGG
	60
	55
	ATGATCTCAGCACCCAATCC
	59
	50
	239

	DAS315
	FJ851079.1
	(CACTGG)2
	GGATTGGGTGCTGAGATCAT
	59
	50
	AAAATCCATTGGTCATCCCA
	60
	40
	245

	DAS316
	FJ851079.1
	(AGAAA)2
	TGGGATGACCAATGGATTTT
	60
	40
	AAAACCATGAACCCAAGCAC
	59
	45
	259

	DAS317
	FJ851079.1
	(ATG)3
	GTGCTTGGGTTCATGGTTTT
	59
	45
	GACACAAGGCACTTTGCTCA
	60
	50
	122

	DAS318
	AY995195.1
	(AGAC)2
	CTTGTTCGACCCTGAAGAGC
	60
	55
	AAGTCACAGCCGGGTTTATG
	60
	50
	260

	DAS319
	AY995195.1
	(ACTGG)2
	GTGTCGTTGATAAGGGCGTT
	60
	50
	ATCTCAGCACCCAAAGCAGT
	59
	50
	167

	DAS320
	AY995195.1
	(TTAA)2
	GGCAGCATTCTACCACCAAT
	60
	50
	CGTGGAAACACCATAGCCTT
	60
	50
	144

	DAS321
	AY995195.1
	(AAT)3
	AAGGCTATGGTGTTTCCACG
	60
	50
	GTTTTGGCCTTATCCTGCAA
	60
	45
	130

	DAS322
	AY995195.1
	(ATC)5
	TTGCAGGATAAGGCCAAAAC
	60
	45
	AGAGAAGCCAGGAACTTAATGA
	57
	41
	234

	DAS323
	EU572717.1
	(CCA)3
	AAGGAAGTGAGCGAGGAACC
	60
	55
	AGGACAAAGATCATGCCACC
	59
	50
	257

	DAS324
	EU572717.1
	(TCCTCT)2
	CGCTGGTCCTTCTACAGAGC
	60
	60
	AGGACAAAGATCATGCCACC
	59
	50
	164

	DAS325
	EU572717.1
	(CGG)3
	GGTGGCATGATCTTTGTCCT
	59
	50
	CTTGCTGTAGCCCACACTCA
	60
	55
	240

	DAS326
	EU572717.1
	(TGTT)2
	TGAGTGTGGGCTACAGCAAG
	60
	55
	AAGATCCATTGGTCATCCCA
	60
	45
	271

	DAS327
	EU572717.1
	(GATG)2
	AGGAAATCAAGATCTCCGCA
	59
	45
	ATGCACAACCACTGGCTACA
	60
	50
	164

	DAS328
	AB206099.1
	(ACTG)2
	AGTGGGCGTTTTATAGGGCT
	60
	50
	CAGTGATACCTTCCTCCCCA
	59
	55
	272

	DAS329
	AB206099.1
	(TGG)3
	TGGGGAGGAAGGTATCACTG
	59
	55
	AGGAACATGGGAGTCACGAG
	60
	55
	256

	DAS330
	AB206099.1
	(CACCGG)2
	TCTTCCTATTGGATTTGCCG
	60
	45
	CCCAAGCCTTGCTACCATTA
	60
	50
	122

	DAS331
	AB206099.1
	(GCTA)2(GTCT)2
	ATTCTGAGAGCTGCTGCCAT
	60
	50
	TGCCCAAACATTAAAGGAGC
	60
	45
	205

	DAS332
	AB206099.1
	(CATC)2
	GCTCCTTTAATGTTTGGGCA
	60
	45
	CAAAATACACCCTTGGACTCA
	57
	43
	174

	DAS333
	DQ341104.1
	(CCG)3
	ATGTCGAAGGACGTTGAGGT
	59
	50
	GGTCGTCTGGCTCTTGTAGC
	60
	60
	201

	DAS334
	DQ341104.1
	(TCCTCT)2
	CAGTCATCGCCGAGTTCATA
	59
	50
	CGCTACCATGTACAACACCG
	60
	55
	263

	DAS335
	DQ341104.1
	(GCG)3
	GCTACAAGAGCCAGACGACC
	60
	60
	CGCTACCATGTACAACACCG
	60
	55
	200

	DAS336
	DQ341104.1
	(GCTCC)2
	CGGTGTTGTACATGGTAGCG
	60
	55
	AGGTGAACCATGAATACGGC
	59
	50
	277

	DAS337
	DQ341104.1
	(TTGT)2
	GGGTGCCTTTTGTGATCTGT
	60
	50
	GGAAATTGGATGATGATGGC
	60
	45
	100

	DAS338
	DQ341104.1
	(CAT)3
	GGGTGCCTTTTGTGATCTGT
	60
	50
	CGCAGAAAATAGAGTGGGAAA
	59
	43
	128

	DAS339
	KP164981.1
	(CCG)3
	GACCAAGGACGTTGAGGTTG
	60
	55
	GTAAAGGAAGAGCAGCGTGG
	60
	55
	157

	DAS340
	KP164981.1
	(ACTGC)2
	ATTGCTTGGTCTTTTGGTGG
	60
	45
	AGCAGATTGGAAGGCTTTGA
	60
	45
	201

	DAS341
	KP164981.1
	(GAGCTG)2
	CGTGTTCATGGTTCACTTGG
	60
	50
	AGTGGTGCTCCTGAATGACC
	60
	55
	223

	DAS342
	JQ364746.1
	(GCG)3
	TGATTGGGTACAAGCACCAG
	59
	50
	CGGCAGTGCAGTAAACAAGA
	60
	50
	123

	DAS343
	JQ364746.1
	(ACTGC)2
	GCTTTTGGTGGCATGATTTT
	59
	40
	CCACCATGTTAGCTCCACCT
	60
	55
	229

	DAS344
	JQ364746.1
	(GTTGG)2
	TGTCACTGCCAAGAGCATTC
	60
	50
	CCACCATGTTAGCTCCACCT
	60
	55
	126

	DAS345
	GQ411363.1
	(TGG)3
	TGTGGTGTAGGGTTGGTGAA
	59
	50
	AGGGTTGATACCAGTGCCAG
	60
	55
	276

	DAS346
	GQ411363.1
	(AGATGG)2
	GACCACTGGATGTTCTGGCT
	60
	55
	TTATCTACAATTGGCCCCCA
	60
	45
	278

	DAS347
	JQ846268.1
	(CTT)3
	GGACACAAACCACAGCACAA
	60
	50
	CTCTCCTCGCTCTGCAACTT
	59
	55
	133

	DAS348
	JQ846268.1
	(ACTGG)2
	GTGAAGGCGTTCCAGAAGTC
	59
	55
	ACAGCAAATCCAATGGGAAG
	59
	45
	209

	DAS349
	JQ846268.1
	(ACTGGT)2
	CTTCCCATTGGATTTGCTGT
	59
	45
	TTTGGTTGAAGATCACTGCG
	59
	45
	109

	DAS350
	JQ846268.1
	(ATTC)2
	CGCAGTGATCTTCAACCAAA
	59
	45
	GGACCCTCAGACAGACTTGC
	59
	60
	249

	DAS351
	JQ846268.1
	(GTCT)2
	CTTTTGTTGGAGCTGCCATT
	60
	45
	GTCCTGTCCCACAGACACG
	60
	63
	257

	DAS352
	JQ846268.1
	(GGACA)2
	GAGGGTCCCTTTAGCAATCC
	59
	55
	GCTTTTGGGAGGAAACAACA
	60
	45
	231

	DAS353
	AY189974.1
	(ATCA)2
	CCCTCAACCTTTCTGCATTT
	59
	45
	AAGAACAAAAGCGTGGCAAT
	59
	40
	272

	DAS354
	AY189974.1
	(TCTG)2
	ATATGTGCCCCTCTGCTCAC
	60
	55
	CCATAACATCACGGGTAGACAG
	59
	50
	225

	DAS355
	GAJT01000003.1
	(TCAAA)2
	CCCCTTCCCCTCTTCTCTCT
	61
	60
	TACTTTCTGGTTTGGGTGCC
	60
	50
	128

	DAS356
	GAJT01000003.1
	(AGGA)2
	ACCAACAAAACGCATCAACA
	60
	40
	GCACGGTAGAAGGACCAGAG
	59
	60
	183

	DAS357
	GAJT01000003.1
	(ACTGC)2
	CTCTGGTCCTTCTACCGTGC
	59
	60
	AGGAACAGCCCAAATGTCAC
	60
	50
	236

	DAS358
	GAJT01000003.1
	(GTTGG)2
	GTGACATTTGGGCTGTTCCT
	60
	50
	ATCTCAGCACCCAAAGCAGT
	59
	50
	197

	DAS359
	GAJT01000003.1
	(GCA)4
	CGTGTTCATGGTTCACTTGG
	60
	50
	TTAGTTTGTGGGGTTGCTCC
	60
	50
	232

	DAS360
	GAJT01000003.1
	(ACTGC)2
	CTCTGGTCCTTCTACCGTGC
	59
	60
	AGGAACAGCCCAAATGTCAC
	60
	50
	236

	DAS361
	GAJT01000003.1
	(GTTGG)2
	GTGACATTTGGGCTGTTCCT
	60
	50
	ATCTCAGCACCCAAAGCAGT
	59
	50
	197

	DAS362
	GAJT01000003.1
	(A)10
	GGAGCAACCCCACAAACTAA
	60
	50
	CACAAAACGGAAAACAAGCA
	59
	40
	126

	DAS363
	GAJT01000003.1
	(TAGA)3
	GGAGCAACCCCACAAACTAA
	60
	50
	AAAGAAAAGATGGGATGGTTCA
	59
	36
	183

	DAS364
	XM_002306151.2
	(AGTG)2
	CACCTTAGGCCACTCACACA
	59
	55
	GCAGGTGGTGGATCAACATA
	59
	50
	152

	DAS365
	XM_002306151.2
	(CAAA)2
	GAAGTAGGGCAAACTCACGG
	59
	55
	AAGATCATGCCACCAAAAGC
	60
	45
	233

	DAS366
	XM_002306151.2
	(TGG)3
	GGCTTACATGGTGGCTCAAT
	60
	50
	CAAAGCTGTGCCAGTGTTGT
	59
	50
	136

	DAS367
	XM_002306151.2
	(AGGA)2
	GCTGCTGCATACCACCAGTA
	59
	55
	GGGCAAAAGAAGAAAGGTCC
	60
	50
	229

	DAS368
	XM_002306151.2
	(TTAT)2
	TTTGGGATCTTTCCGTAGCA
	60
	45
	CACAACTCCCCATGACAATG
	59
	50
	247

	DAS369
	AB377269.1
	(CGCCG)2
	CAAGGAGGTGAGCGAGGA
	60
	61
	GTAGAGGAAGAGCAGCGTGG
	60
	60
	157

	DAS370
	AB377269.1
	(CCT)3
	GCATGATCTTCGTCCTCGTC
	60
	55
	TCCTTCATGATGCCCTTGAC
	61
	50
	181

	DAS371
	AB377269.1
	(CGG)3
	GTCAAGGGCATCATGAAGGA
	61
	50
	GTAGACGAGGACGAAGGTGC
	59
	60
	123

	DAS372
	AB377269.1
	(AGCGC)2
	GCACCTTCGTCCTCGTCTAC
	59
	60
	GGATGTACTGGTGGTACGCC
	60
	60
	279

	DAS373
	AB377269.1
	(GGC)4
	CGCGGTCATCTACAACAAGA
	59
	50
	ATTAAATTATTGGCCGGCGT
	60
	40
	182

	DAS374
	EF364436.1
	(AGAGA)2
	TGAAGGAGAAGGGATAAGTGAGA
	59
	43
	CACCACATGGATCAGACTGC
	60
	55
	250

	DAS375
	EF364436.1
	(ACTGC)2
	CAGTCTGATCCATGTGGTGG
	60
	55
	AGCCCGGATAAGAGACACCT
	60
	55
	165

	DAS376
	EF364436.1
	(CACCGG)2
	GGGTTTGCTGTCTTCATGGT
	60
	50
	GGGTTTTTAGTTGGTGGGGT
	60
	50
	246

	DAS377
	EF364436.1
	(GCA)3
	AAAGTTTGGGACGACCAGTG
	60
	50
	GGGTTTTTAGTTGGTGGGGT
	60
	50
	144

	DAS378
	EF364436.1
	(TTTG)3
	AAAGTTTGGGACGACCAGTG
	60
	50
	GGGGCTCTCATCATCAACAT
	59
	50
	248

	DAS379
	EF364436.1
	(ATG)4
	ACCCCACCAACTAAAAACCC
	60
	50
	GCCCAAAGCTAACAAAGAAGG
	60
	48
	210

	DAS380
	KF770829.1
	(CCA)3
	TGAGGTTCAAGAACAAGGTGC
	60
	48
	CCCAAGCAATACCCAAAAGA
	59
	45
	248

	DAS381
	KF770829.1
	(TTCTTT)2
	TACCAAGATCCACCACCAGC
	60
	55
	CTGCCGGATTTATGTGTCCT
	60
	50
	280

	DAS382
	KF770829.1
	(AATG)2
	GGCTGCAATCTACCACCAAT
	60
	50
	TATTCCAAACACACAGGCCC
	60
	50
	213

	DAS383
	KF770829.1
	(TATGAT)3
	GGGCCTGTGTGTTTGGAATA
	60
	50
	GGAGGGATACAAATACCCCCT
	60
	52
	144

	DAS384
	KF770829.1
	(TATG)2(TATGT)2*
	GGGCCTGTGTGTTTGGAATA
	60
	50
	AAAATGGAGGGATACAAATACCC
	59
	39
	149

	DAS385
	KF770829.1
	(TTTTTG)2
	GGGCCTGTGTGTTTGGAATA
	60
	50
	TGAGAACACATGAGAAATCCTTG
	59
	39
	207

	DAS386
	NM_129273.4
	(GCG)3
	CGAGTTCGTAGCCACTCTCC
	60
	60
	TGAAGATCATGCCACCAAAA
	60
	40
	149

	DAS387
	NM_129273.4
	(GTTTG)2
	CGAGTTCGTAGCCACTCTCC
	60
	60
	TGTAAAGCACCGCCCTAATC
	60
	50
	257

	DAS388
	NM_129273.4
	(TGGG)2
	ACTGATCCCAAACGTAACGC
	60
	50
	GTGACTTGGAACCTGAAGCC
	59
	55
	268

	DAS389
	NM_129273.4
	(TATG)2
	GATCCTTCAGAAGTGCAGCC
	60
	55
	AACATTGGCATTGGCACATA
	59
	40
	202

	DAS390
	NM_129273.4
	(TGCCAA)2
	GATCCTTCAGAAGTGCAGCC
	60
	55
	GAGAAGGCAAAACAATTTGG
	57
	40
	251

	DAS391
	AF141900.1
	(AGTG)2
	GGGATAAGTGAGAAGAGAGAACAGA
	59
	44
	CACCACATGGATCAGACTGC
	60
	55
	251

	DAS392
	AF141900.1
	(ACTGC)2
	CAGTCTGATCCATGTGGTGG
	60
	55
	AGCCCGGATAAGAGACACCT
	60
	55
	165

	DAS393
	AF141900.1
	(CACCGG)2
	GGGTTTGCTGTCTTCATGGT
	60
	50
	GGGTTTTTAGTTGGTGGGGT
	60
	50
	246

	DAS394
	AF141900.1
	(GCA)3
	AAAGTTTGGGACGACCAGTG
	60
	50
	GGGTTTTTAGTTGGTGGGGT
	60
	50
	144

	DAS395
	AF141900.1
	(CCCT)2
	AAAGTTTGGGACGACCAGTG
	60
	50
	GGGGCTCTCATCATCAACAT
	59
	50
	248

	DAS396
	AF141900.1
	(ATG)4
	AAAGTTTGGGACGACCAGTG
	60
	50
	AAAAAGGAGGAGAGGGGCTC
	61
	55
	261

	DAS397
	AF141900.1
	(TGA)3
	ACCCCACCAACTAAAAACCC
	60
	50
	GCCCAAAGCTAACAAAGAAGG
	60
	48
	215

	DAS398
	EF624001.1
	(AGAC)2
	GACGTTGAGCAGGTCACAGA
	60
	55
	AGGATGAAGATCATGCCACC
	59
	50
	278

	DAS399
	EF624001.1
	(TTTTC)2
	TCCTGTGTCACCCAAAACAA
	60
	45
	TGAACAAGCAAAGAGAAAATTGA
	59
	30
	240

	DAS400
	KF641173.1
	(TACTG)2
	AACATAACGGCCAAATCTGC
	60
	45
	CCAAAGCACATCCACAAATG
	60
	45
	222

	DAS401
	KF641173.1
	(CATT)2
	GTTTTCAACGAGAGCAAGCC
	60
	50
	TCCCAACGCTTTAACAGCTC
	60
	50
	126

	DAS402
	KF641173.1
	(GAGCTG)2
	GTTTTCAACGAGAGCAAGCC
	60
	50
	ACTCCTGAAAGATCCCAACG
	59
	50
	138

	DAS403
	KF641173.1
	(CTTT)2
	GAGCTGTTAAAGCGTTGGGA
	60
	50
	TGAAGAACACAACATAACAACCC
	58
	39
	213

	DAS404
	JN632527.1
	(CTCTT)2
	GCTCACCAAATGGTCGTTTT
	60
	45
	GTCGGTCTGGCTCTTGTAGC
	60
	60
	109

	DAS405
	JN632527.1
	(GACC)2
	GCTCACCAAATGGTCGTTTT
	60
	45
	AGGAACAGCCCAAATGTCAC
	60
	50
	255

	DAS406
	JN632527.1
	(ACTGC)2
	GCTACAAGAGCCAGACCGAC
	60
	60
	AGGAACAGCCCAAATGTCAC
	60
	50
	166

	DAS407
	JN632527.1
	(CGG)3
	GTGACATTTGGGCTGTTCCT
	60
	50
	CCGGAACATGGGAGTCTCTA
	60
	55
	277

	DAS408
	JN632527.1
	(CACTGG)2
	ACACCGTCTTCTCTGCCACT
	59
	55
	AAAATCCATTGGTCATCCCA
	60
	40
	205

	DAS409
	HQ328778.1
	(TCTT)2
	ATCGACGTTGAGGAACTTGG
	60
	50
	TCTTGAGGGGATCAGTTTGG
	60
	50
	133

	DAS410
	HQ328778.1
	(GTG)3
	ATCGACGTTGAGGAACTTGG
	60
	50
	AAAGATCATGCCACCAAAGG
	59
	45
	198

	DAS411
	HQ328778.1
	(ACAAGG)2
	TCCTATTTTGGCACCTTTGC
	60
	45
	TGGTGGTACAGAGCTGCAAG
	60
	55
	201

	DAS412
	HQ328778.1
	(CCTT)2
	CTTGCAGCTCTGTACCACCA
	60
	55
	CTTTCCTTCCCTTCCACAGA
	59
	50
	248

	DAS413
	EF079902.1
	(GACC)2
	AGGTTGGTGGTGAGTTCCAG
	60
	55
	AAGATCATGCCACCAAAAGC
	60
	45
	253

	DAS414
	EF079902.1
	(ATGA)2(AATGA)2*
	GCCGCAATCTATCACCAGTT
	60
	50
	AAAGCAAAGTTTGAGGCACA
	58
	40
	254

	DAS415
	EF079902.1
	(TTTA)2
	TGAAGCAAGAACTGTGCAGC
	60
	50
	GAAAAAGGAAAAGGAACTGAACTC
	58
	38
	199

	DAS416
	AB206100.1
	(CTAG)3
	CACACAGCAAACACAGTCCT
	57
	50
	TGACCACTTTGTCAGCTCCA
	60
	50
	169

	DAS417
	AB206100.1
	(TCCTCT)2
	GACGTGGAAGAAGTGGGAGA
	60
	55
	AGGATGAAGATCATGCCACC
	59
	50
	275

	DAS418
	AB206100.1
	(ACTGC)2
	TGAGTTCATAGCCACCCTCC
	60
	55
	AGAACAGCCCAAATGTCACC
	60
	50
	218

	DAS419
	AB206100.1
	(TTAA)2
	TGCAAGAAGTTTTGGTGCTG
	60
	45
	CGGCCATATTGTATTCAGGG
	60
	50
	229

	DAS420
	AB206100.1
	(GGAA)2
	ACACATTCTGAGGGCTACCG
	60
	55
	AAGAAGGCCCAAGAAACACA
	59
	45
	169

	DAS421
	AB206100.1
	(TTTCT)2(TTTC)2*
	AGTGGCTGCAATCTACCACC
	60
	55
	CTCTTGGCGGTTTCCTCTAA
	59
	50
	242

	DAS422
	AB206100.1
	(GTAT)2
	CCCTGAATACAATATGGCCG
	60
	50
	CATTACTAGCACAAGGAAACACG
	58
	43
	223

	DAS423
	GQ253563.1
	(ACTGC)2
	CCTTTGGTGGCATGATTTTT
	59
	40
	AGCACCTAACCCAGTTCCCT
	60
	55
	263

	DAS424
	GQ253563.1
	(GTGC)2
	TGCACTGCTGGTATCTCAGG
	60
	55
	AGCACCTAACCCAGTTCCCT
	60
	55
	231

	DAS425
	GQ253563.1
	(ACCGGT)2
	CTTCCCATTGGATTTGCTGT
	59
	45
	CACCAATGAAAGGTCCAACC
	60
	50
	160

	DAS426
	KP164982.1
	(ACTGC)2
	CAGTCTGATCCATGTGGTGG
	60
	55
	AGCCCGGATAAGAGACACCT
	60
	55
	165

	DAS427
	KP164982.1
	(CACCGG)2
	GGGTTTGCTGTCTTCATGGT
	60
	50
	TGGTCGTCCCAAACTTTTTC
	59
	45
	119

	DAS428
	KP164982.1
	(GCA)3
	AAAGTTTGGGACGACCAGTG
	60
	50
	GGGGCTCTCATCATCAACAT
	59
	50
	248

	DAS429
	KP164982.1
	(ATG)4
	AAAGTTTGGGACGACCAGTG
	60
	50
	AAAAAGGAAGAGAGGGGCTC
	58
	50
	261

	DAS430
	KP164982.1
	(TGA)3
	GCAGCAGCATACCACCAGTA
	59
	55
	GCCCAAAGCTAACAAAGAAGG
	60
	48
	280

	DAS431
	JX119006.1
	(TCT)3
	CAGGCACTTCCTAAAAATTCG
	58
	43
	GGGATCAGATTGGTTGCTGT
	59
	50
	254

	DAS432
	JX119006.1
	(CCG)3
	TTGAGGCCAAGGACTACCAC
	60
	55
	CCCACGCAATACCAAGAACT
	60
	50
	222

	DAS433
	JX119006.1
	(ACTGC)2
	AGTTCTTGGTATTGCGTGGG
	60
	50
	GGCGCCACATATAGCTCCTA
	60
	55
	184

	DAS434
	JX119006.1
	(CGG)3
	GACATTTGGGCTGTTTTTGG
	60
	45
	ACGGGCGTTTCTCTTAGGAT
	60
	50
	259

	DAS435
	JX119006.1
	(ATCAGG)2
	TGCATCTGGCCACAATACAT
	60
	45
	CTGCTCCTGAAGGAACCAAG
	60
	55
	208

	DAS436
	JQ364745.1
	(GCG)3
	ATCGGGTACAACGTCCAGTC
	59
	55
	GAACTGGTTGAACGGATGCT
	60
	50
	273

	DAS437
	JQ364745.1
	(GGTC)2
	CGTCATCTACGACCAGAGCA
	60
	55
	AAGGCAGAGGCATGAGTGAT
	59
	50
	214

	DAS438
	JQ364745.1
	(CTAT)2
	CGTCATCTACGACCAGAGCA
	60
	55
	ACGAGAAAAGGCAGAGGCAT
	61
	50
	221

	DAS439
	JQ846269.1
	(GTG)3
	TGGAGCTAACCAAATGGTCC
	59
	50
	AGAACGAAAATCATGCCACC
	59
	45
	193

	DAS440
	JQ846269.1
	(ACTGC)2
	GGTGGCATGATTTTCGTTCT
	59
	45
	GAGCCACCATGTACAACACG
	60
	55
	133

	DAS441
	JQ846269.1
	(TGG)3
	GTCAAGGCCTTTCAGAGTGC
	60
	55
	AGTGGTGCCAAAACAGGAAC
	60
	50
	191

	DAS442
	JQ846269.1
	(CACTGG)2
	GTTCCTGTTTTGGCACCACT
	60
	50
	ACAGCTGCACCAAGACTCCT
	60
	55
	113

	DAS443
	JQ846269.1
	(TTGGG)2
	GTTCCTGTTTTGGCACCACT
	60
	50
	CAAACATGGGAGGAGTTGCT
	60
	50
	269

	DAS444
	AJ849326.1
	(ACTGC)2
	CCTTTGGTGGCATGAATTTT
	59
	40
	ATGGCACGTACAAGGGAGAC
	60
	55
	121

	DAS445
	AJ849326.1
	(TTTA)2
	TCTGGGACTGGCCAATATGT
	60
	50
	TATACCGTCTTGGGTACGGG
	59
	55
	221

	DAS446
	XM_002322841.1
	(AGAA)2(AAAGA)2*
	AACATTGTTCATGCCTTTCTGA
	59
	36
	GGACTTCATGGGTGTGCTTT
	60
	50
	205

	DAS447
	XM_002322841.1
	(ATTT)2
	TGTTCATGCCTTTCTGATTGA
	59
	38
	GGACTTCATGGGTGTGCTTT
	60
	50
	200

	DAS448
	XM_002322841.1
	(CACT)2
	AAAGCACACCCATGAAGTCC
	60
	50
	CTGAACTCGCCTCCAACTTC
	60
	55
	264

	DAS449
	XM_002322841.1
	(ACCA)2
	TCCACACTTCCACCACAAAA
	60
	45
	CTGAACTCGCCTCCAACTTC
	60
	55
	126

	DAS450
	XM_002322841.1
	(ACTGC)2
	CCTTTGGTGGCATGATTTTT
	59
	40
	AGCACCTAACCCAGTTCCCT
	60
	55
	263

	DAS451
	XM_002322841.1
	(TTTA)2
	TCTGGGACTGGCCAATATGT
	60
	50
	GTCGTGAATTTCCTTCCCTG
	59
	50
	267

	DAS452
	XM_002322841.1
	(AATC)2
	GTGAGCTTGGGCACTTGTTT
	60
	50
	CGTGAATTTCCTTCCCTGAC
	59
	50
	200

	DAS453
	AB275280.1
	(CCG)3
	AGTACGGGGCCAAGGACTAC
	60
	60
	GTAGAGGAAGAGCAGCGTGG
	60
	60
	125

	DAS454
	AB275280.1
	(CGG)3
	CGGTGCTCTACATCATCGC
	60
	58
	TGTAGACGAGCACGAAGGTG
	60
	55
	177

	DAS455
	AB275280.1
	(AGCGC)2
	CACCTTCGTGCTCGTCTACA
	60
	55
	CACCCAGAAGATCCAGTGGT
	60
	55
	229

	DAS456
	AB275280.1
	(GCC)3
	ACCACTGGATCTTCTGGGTG
	60
	55
	TCTTTTTCAGTGCCTCCGAT
	59
	45
	165

	DAS457
	EF364437.1
	(GGTCCT)2
	TTGAAGGACTACCACGACCC
	60
	55
	AGGATGAAGATCATGCCACC
	59
	50
	239

	DAS458
	EF364437.1
	(CAAC)2
	AGTCTCGGAGCTGCTGTCAT
	60
	55
	CATGTGGGAACTGCTCTTGA
	59
	50
	168

	DAS459
	EF364437.1
	(GAGCTG)2
	TCTACAACCAACCCAAAGCC
	60
	50
	TCCTACAGGGCCACAAATTC
	59
	50
	264

	DAS460
	EF364437.1
	(TTTC)2(CTTTC)3*
	ACGAATTTGTGGCCCTGTAG
	60
	50
	CATCACTACTACAAAACGAGGCA
	59
	43
	117

	DAS461
	KF770830.1
	(ACTTT)2
	CTGAACGTGGCTCTTTCTCC
	60
	55
	AAGATCATGCCACCAAAAGC
	60
	45
	253

	DAS462
	KF770830.1
	(GTTGG)2(GGTT)2*
	CAGAGTTTGGGGGCTATTTG
	59
	50
	AAAACCGGCACATGAGAATC
	59
	45
	215

	DAS463
	KF770830.1
	(TGG)3
	TGGAGTTGGGTTGGTTAAGG
	59
	50
	AAAACCGGCACATGAGAATC
	59
	45
	195

	DAS464
	KF770830.1
	(AAGAT)2
	GATTCTCATGTGCCGGTTTT
	59
	45
	GCTTTAGCAGCACCAGCTCT
	59
	55
	242

	DAS465
	KF770830.1
	(TGAT)2
	AGCTGGTGCTGCTAAAGCTC
	59
	55
	AGGCTCCCTCTGTAACGAAA
	58
	50
	190

	DAS466
	KF770830.1
	(TTTC)2
	AGCTGGTGCTGCTAAAGCTC
	59
	55
	GGAAAGTGTAAAAAGGCTCCC
	59
	48
	203

	DAS467
	KF770830.1
	(TCTTTT)2
	AGCTGGTGCTGCTAAAGCTC
	59
	55
	TCAATGAGTACAAAGGATTACAGAAGA
	59
	33
	278

	DAS468
	NM_129274.3
	(ACTT)2
	CAAGCCCTACAACAACCACA
	59
	50
	GAGAGTGGCTACGAACTCGG
	60
	60
	207

	DAS469
	NM_129274.3
	(GCG)3
	CGAGTTCGTAGCCACTCTCC
	60
	60
	TGAAGATCATGCCACCAAAA
	60
	40
	149

	DAS470
	NM_129274.3
	(GTTTG)2
	TTTTGGTGGCATGATCTTCA
	60
	40
	GAGTCCGGTGCCTGTATTGT
	60
	55
	256

	DAS471
	NM_129274.3
	(AACGC)2
	ACAATACAGGCACCGGACTC
	60
	55
	AAACTCCTAGCCGGGTTGAT
	60
	50
	205

	DAS472
	NM_129274.3
	(TGGG)2
	GCAACGCTAGAGACTCCCAC
	60
	60
	TTCTGAATGAACCGAGGGAC
	60
	50
	270

	DAS473
	NM_129274.3
	(TTCA)2
	GGGACCATTCATTGGAGCTA
	59
	50
	CGTTGCAAAGATGAATTGAAAA
	60
	32
	258

	DAS474
	KF641174.1
	(ACTGC)2
	GGTGGCATGATCTTCGTTCT
	60
	50
	CACCTCCGTGCTCATTGTAA
	59
	50
	208

	DAS475
	KF641174.1
	(GCACCG)2
	TTACAATGAGCACGGAGGTG
	59
	50
	AAAACTTCGAGCTGGGTTGA
	59
	45
	250

	DAS476
	KF641174.1
	(CACCGG)2
	GCCACAGATCCCAAGAGAAA
	60
	50
	ATGAATGGTCCAACCCAAAA
	60
	40
	209

	DAS477
	KF641174.1
	(CATT)2
	TCAACCCAGCTCGAAGTTTT
	59
	45
	CTTCTGAACGATCCCAGAGC
	60
	55
	169

	DAS478
	KF641174.1
	(TGTTTT)2(TTTTG)2*
	AAGCTCTGGGATCGTTCAGA
	60
	50
	TGCATTAAAACACAGCCCAA
	60
	40
	220

	DAS479
	EU402412.1
	(TCCTCT)2
	TGGCTGAACTCAAGTCATGG
	59
	50
	AAGTCACCGCAGGGTTAATG
	60
	50
	231

	DAS480
	EU402412.1
	(GTTGG)2(GGTT)2*
	CATTAACCCTGCGGTGACTT
	60
	50
	CCTTGTTGTAGCCAGAAGCC
	59
	55
	188

	DAS481
	EU402412.1
	(AGC)3
	CCAATAGGGTTCGCAGTGTT
	60
	50
	TTTTTAGTTGGTGGGGTTGC
	59
	45
	249

	DAS482
	EU402412.1
	(ATGA)2
	GCAACCCCACCAACTAAAAA
	59
	45
	GCAAAAGCTAACAACGAAGGA
	59
	43
	187

	DAS483
	EF624002.1
	(CCT)3
	TTGTGGCAAGGGGGTAGTAG
	60
	55
	AGAGGAAAAGCAAAGTGGCA
	60
	45
	194

	DAS484
	EF624002.1
	(TGG)3
	GGTGGCATGATCTTCATCCT
	59
	50
	ACCCAATCCAGTACCTGTGC
	59
	55
	255

	DAS485
	KR866285.1
	(AAGA)2
	TCTTCATCACTCCCTTGCATT
	59
	43
	CTAACAGAGGAGCTGGTGGC
	60
	60
	183

	DAS486
	KR866285.1
	(ATAC)2
	GTTTTGTCCCCCTTGCCTAT
	60
	50
	AAGCTCGGAACGATCTCAAA
	60
	45
	250

	DAS487
	KR866285.1
	(TTGT)2
	TTTGAGATCGTTCCGAGCTT
	60
	45
	GCTTCAGCCATCTTGGCTAC
	60
	55
	234

	DAS488
	KR866285.1
	(AAGCA)2
	TTTGAGATCGTTCCGAGCTT
	60
	45
	TGCACTTTGCTTCAGCCATA
	60
	45
	264

	DAS489
	KR866285.1
	(TTTCC)2
	AGATGGCTGAAGCAAAGCAG
	60
	50
	CTTACCAAGCCTCGTTTCCA
	60
	50
	180

	DAS490
	AB206101.1
	(TCTT)2
	TCAAACCCTCAAACTTTCCC
	59
	45
	TCTTCTGCGTCAATCAGTGG
	60
	50
	164

	DAS491
	AB206101.1
	(GTG)3
	CCACTGATTGACGCAGAAGA
	60
	50
	AGGATGAAGATCATGCCACC
	59
	50
	212

	DAS492
	AB206101.1
	(ACTGC)2
	TGGTGTTGGTATTCTTGGCA
	60
	45
	CCCAAGCATTGAGCCACTAT
	60
	50
	177

	DAS493
	AB206101.1
	(TGG)3
	CTATTTTTGGCACGCAAGGT
	60
	45
	AAGACAGGCACATGGGAATC
	59
	50
	269

	DAS494
	AB206101.1
	(CAAC)2
	AGTTTCGGAGCTGCTGTGAT
	60
	50
	CTGCTCCTGCCCTTAAGATG
	60
	55
	130

	DAS495
	AB206101.1
	(TAAT)2(TATTAA)2(ATTA)2*
	CATCTTAAGGGCAGGAGCAG
	60
	55
	CAAAAGGCTCCCTCTGTCAC
	59
	55
	180

	DAS496
	AB206101.1
	(TCT)3
	TGTGACAGAGGGAGCCTTTT
	59
	50
	GTACAGACAAGACCGGGGAA
	60
	55
	127

	DAS497
	KF921089.1
	(A)10
	AAAATCCTTGGAAACAAAGAAAA
	58
	26
	GTGGTGGGTCATGGTAGTCC
	60
	60
	277

	DAS498
	KF921089.1
	(A)10
	TCCTTGGAAACAAAGAAAATGAA
	60
	30
	GTGGTGGGTCATGGTAGTCC
	60
	60
	273

	DAS499
	KF921089.1
	(GCTCA)2
	CCGCTCTCCTTCACCATTTA
	60
	50
	GCAATCAAGGCCCTGTAAAA
	60
	45
	266

	DAS500
	KF921089.1
	(CCA)3
	CATGGTGAAGGACGTGACAG
	60
	55
	CAGCATTCTTTGCAGGATCA
	59
	45
	212

	DAS501
	KF921089.1
	(ATTG)2
	GACTACCATGACCCACCACC
	60
	60
	CAGCATTCTTTGCAGGATCA
	59
	45
	169

	DAS502
	KF921089.1
	(TCTT)2
	TTTTACAGGGCCTTGATTGC
	60
	45
	CAGCATTCTTTGCAGGATCA
	59
	45
	109

	DAS503
	KF921089.1
	(GTG)3
	TGATCCTGCAAAGAATGCTG
	59
	45
	GGTTAATGTGCCCTCCTGAA
	59
	50
	125

	DAS504
	KF921089.1
	(TGG)3
	TTCAGGAGGGCACATTAACC
	59
	50
	GACCAAAACAAAAGTCCCGA
	59
	45
	244

	DAS505
	KF921089.1
	(TTTTG)2
	CCCGAAAGGTCTCACTGGTA
	60
	55
	GTCTCTGGCATTCCTCTTCG
	60
	55
	242

	DAS506
	KF921089.1
	(CCAG)2
	CGAAGAGGAATGCCAGAGAC
	60
	55
	GATCCAAGAGCCTTCACAGC
	60
	55
	268

	DAS507
	KF921089.1
	(TGGT)2
	CATTCAGGAGCAACCCAACT
	60
	50
	CAAAAGCCTCCCATTTTCAA
	60
	40
	204

	DAS508
	KF921089.1
	(TTTGT)2(TTTG)2*
	CATTCAGGAGCAACCCAACT
	60
	50
	TGAACCAACCAAGAAAACCA
	59
	40
	274

	DAS509
	KF921089.1
	(TTGG)2
	TTGAAAATGGGAGGCTTTTG
	60
	40
	GCAAAGGAGCCTAACTTTTCTT
	58
	41
	162

	DAS510
	XM_002316331.1
	(CCA)3
	TTTTTGGTATGGCGAAGGAC
	59
	45
	AAAGATCATGCCACCAAAGG
	59
	45
	278

	DAS511
	XM_002316331.1
	(ACTGC)2
	TGTGGTGGGGTTGGTATTCT
	60
	50
	GCTCCTAAGCATTGAGCCAC
	60
	55
	185

	DAS512
	XM_002316331.1
	(TGG)3
	ATGGTGGCTCAATGCTTAGG
	60
	50
	AAAACAGGCACATGGGAGTC
	60
	50
	224

	DAS513
	XM_002316331.1
	(TGCT)2
	TTGGATCTTCTGGGTTGGAC
	59
	50
	CCCAGACCGAAAGGGATAAT
	60
	50
	218

	DAS514
	XM_002316331.1
	(TGCA)2
	GCGCTTGCCTTAGAATTCAC
	60
	50
	TCTACATTTGCAATGCCAAGA
	59
	38
	163

	DAS515
	NM_125459.3
	(TGCGGT)2
	GCTGTGACGGTGGGACTATT
	60
	55
	ACCTTTGTTGTAGCCATCGG
	60
	50
	180

	DAS516
	NM_125459.3
	(AGC)5
	GCCGTCTTCATGGTTCATTT
	59
	45
	GCCAAGAGCTTTAATCGCAG
	60
	50
	207

	DAS517
	NM_125459.3
	(ATTT)2(TTAAA)2*
	TGCGATTAAAGCTCTTGGCT
	60
	45
	ACGAATGGGAAATTCCATGA
	60
	40
	212

	DAS518
	NM_125459.3
	(TTTCA)2
	GCTGCGATTAAAGCTCTTGG
	60
	50
	CATTTACAATTACACGAATGGGA
	58
	35
	227

	DAS519
	NM_125459.3
	(TTAA)2
	GCTGCGATTAAAGCTCTTGG
	60
	50
	AAAGCGAACTTGAGATTTTATCTT
	57
	29
	273

	DAS520
	EF364438.1
	(CCG)3
	TCTCCGCCAAGGACTATCAT
	59
	50
	GTAAAGGAAGAGCAGCGTGG
	60
	55
	122

	DAS521
	EF364438.1
	(ACTGC)2
	CCACGCTGCTCTTCCTTTAC
	60
	55
	ACCACAAATGGCTCCAAGAC
	60
	50
	269

	DAS522
	EF364438.1
	(GAGCTG)2
	GCCGTTTTCATGGTTCACTT
	60
	45
	CCCCAAAAACAGTGGAAGAA
	59
	45
	276

	DAS523
	EF364438.1
	(ATTGGA)2
	TTCTTCCACTGTTTTTGGGG
	59
	45
	TCATGCCCTCATCCATATCA
	59
	45
	108

	DAS524
	EF364438.1
	(TCCC)2
	CTGTTTTTGGGGGTGAAGAA
	59
	45
	GGAAAAGATAAGCATGAAGTGGA
	59
	39
	192

	DAS525
	EF364438.1
	(CTTTT)2
	CTGTTTTTGGGGGTGAAGAA
	59
	45
	TTTTAGGAAAAGATAAGCATGAAGTG
	59
	31
	197

	DAS526
	KF641175.1
	(CAAAG)2
	GGGAAAGACGTTGAAGTTGC
	59
	50
	AAGAGGAGAGTGGCGATGAA
	60
	50
	149

	DAS527
	KF641175.1
	(TGTTT)2
	AAAGCCTGGGATGATCAATG
	59
	45
	CAGAGCAGCAGCAAGAATTG
	59
	50
	274

	DAS528
	KF641175.1
	(TGC)3(CTGCT)2*
	GCAACGCTTGAAAATCCTTC
	59
	45
	ATTCCATGACGAACAAAGGC
	59
	45
	183

	DAS529
	KF641175.1
	(GAAA)2(AAAGAA)2*
	GCCTTTGTTCGTCATGGAAT
	59
	45
	ACAGGAGCCCCAATTCTTTT
	59
	45
	132

	DAS530
	KF641175.1
	(AAAAG)2
	GCCTTTGTTCGTCATGGAAT
	59
	45
	CAAAGGATAAGGATGAAACACGA
	60
	39
	173

	DAS531
	EU402413.1
	(TGAT)2
	AGTGAAGAAGGACAGGGTCG
	59
	55
	AAAGATCATGCCACCGAAAG
	60
	45
	234

	DAS532
	EU402413.1
	(TCCTCT)2
	TGGCTGAACTCAAGTCATGG
	59
	50
	AAGTCACCGCAGGGTTAATG
	60
	50
	231

	DAS533
	EU402413.1
	(GTTGG)2(GGTT)2*
	CATTAACCCTGCGGTGACTT
	60
	50
	CTCAGCTCCCAAAGCAGTTC
	60
	55
	208

	DAS534
	EU402413.1
	(AGC)3
	CCAATAGGGTTCGCAGTGTT
	60
	50
	TTTTTAGTTGGTGGGGTTGC
	59
	45
	249

	DAS535
	EU402413.1
	(ATT)3(ATGA)2(ATG)4*
	GCAACCCCACCAACTAAAAA
	59
	45
	AAGAAACGACACTAAGGAATCAA
	57
	35
	212

	DAS536
	AB206102.1
	(CCT)4
	GCCATGACTAAGGACCTTGAA
	59
	48
	AGGATGAAGATCATGCCACC
	59
	50
	266

	DAS537
	AB206102.1
	(TCCTCT)2
	CCTCCTCCAGCTCCTCTCTT
	60
	60
	AGGATGAAGATCATGCCACC
	59
	50
	212

	DAS538
	AB206102.1
	(CACTGG)2
	ACTCTCACGTCCCCGTATTG
	60
	55
	CTGCTCCTGAAAGAACCCAG
	60
	55
	262

	DAS539
	AB206102.1
	(GGATGA)2
	CTGGGTTCTTTCAGGAGCAG
	60
	55
	ATACACCCGGTTGCTGAATC
	59
	50
	215

	DAS540
	AB206102.1
	(AATT)2
	GATTCAGCAACCGGGTGTAT
	59
	50
	CCACTGCACAAAATAACGACA
	59
	43
	129

	DAS541
	NM_125459.3
	(TGCGGT)2
	GCTGTGACGGTGGGACTATT
	60
	55
	ACCTTTGTTGTAGCCATCGG
	60
	50
	180

	DAS542
	NM_125459.3
	(AGC)5
	GCCGTCTTCATGGTTCATTT
	59
	45
	GCCAAGAGCTTTAATCGCAG
	60
	50
	207

	DAS543
	NM_125459.3
	(ATTT)2(TTAAA)2*
	TGCGATTAAAGCTCTTGGCT
	60
	45
	ACGAATGGGAAATTCCATGA
	60
	40
	212

	DAS544
	NM_125459.3
	(TTTCA)2
	GCTGCGATTAAAGCTCTTGG
	60
	50
	CATTTACAATTACACGAATGGGA
	58
	35
	227

	DAS545
	NM_125459.3
	(TTAA)2
	GCTGCGATTAAAGCTCTTGG
	60
	50
	AAAGCGAACTTGAGATTTTATCTT
	57
	29
	273

	DAS546
	AB540221.1
	(TCTTCG)2
	CACCGGGAGGTGTACGAG
	60
	67
	GGAAGAGGGTGATGTTGCC
	60
	58
	274

	DAS547
	AB540221.1
	(GCCG)2
	ATCTCCACGCTCATCTTCGT
	59
	50
	GGAAGAGGGTGATGTTGCC
	60
	58
	223

	DAS548
	AB540221.1
	(TCC)3
	GGCAACATCACCCTCTTCC
	60
	58
	ATGACGATCTCCAGGACCAC
	59
	55
	164

	DAS549
	AB540221.1
	(CCATCG)2
	GTGGTCCTGGAGATCGTCAT
	59
	55
	GACCCAGTACACCCACTGGT
	59
	60
	231

	DAS550
	AB540221.1
	(CGG)3
	ACCAGTGGGTGTACTGGGTC
	59
	60
	TAGTAGTCGGTGGTGGGGAG
	60
	60
	112

	DAS551
	JF834207.1
	(CGC)3
	ATCTCGACGCTCATCTTCGT
	60
	50
	CGCGGAGGAGAGAGATATTG
	59
	55
	226

	DAS552
	JF834207.1
	(GGGAGT)2
	GTCACCAACGGCCAGACTAC
	60
	60
	AGACCAGTCCGAACGTCATC
	60
	55
	100

	DAS553
	JF834207.1
	(TTTC)2
	GATGACGTTCGGACTGGTCT
	60
	55
	ACGAACTCGTAGATGACCCC
	59
	55
	261

	DAS554
	NM_129238.3
	(TGGCT)2
	CCTCATCCTTAAATTCGCCA
	60
	45
	GCTCCAACAATGAAACCGAT
	59
	45
	201

	DAS555
	NM_129238.3
	(ACCA)2
	GATGACATTCGGGCTTGTTT
	59
	45
	TTCGTAGATGAGTCCAGCGA
	59
	50
	256

	DAS556
	NM_129238.3
	(TTTGAA)2
	TCGCTGGACTCATCTACGAA
	59
	50
	GAAATTGCAATGGCCACTCT
	60
	45
	240

	DAS557
	AY839872.2
	(GCCA)2
	ATGCCGATTAACAGAATCGC
	60
	45
	CCCACTATCCGTCAGCTTGT
	60
	55
	153

	DAS558
	AY839872.2
	(GGGCC)2
	TTAGCTGGTGGTGCATTTGA
	60
	45
	AAAGCCCCTAATTGCATTCC
	60
	45
	250

	DAS559
	FJ861240.1
	(GGC)4
	TAGGGAGGTACGACGAGGTC
	59
	60
	CGAACGTGACAGCAGGATTA
	59
	50
	249

	DAS560
	FJ861240.1
	(TGGCA)2
	TGATTTTTGTGTTTGCTGGC
	59
	40
	CAGTGGAGCCAAGACACTGA
	60
	55
	255

	DAS561
	FJ861240.1
	(CGCCGT)2
	TCAGTGTCTTGGCTCCACTG
	60
	55
	ATTCCGAGGTCACCCTTCTT
	59
	50
	189

	DAS562
	FJ861240.1
	(GGACT)2
	AAGAAGGGTGACCTCGGAAT
	59
	50
	GTAATCCAGTGGTGGGCAAT
	59
	50
	256

	DAS563
	FJ384629.1
	(GGCC)2
	GCCGATCAGAAACATAGCG
	59
	53
	GAGACAGCGACGAAAAGACC
	60
	55
	219

	DAS564
	FJ384629.1
	(TGAC)2
	AAGAGGCTACTCACCCCGAT
	60
	55
	GAGACAGCGACGAAAAGACC
	60
	55
	187

	DAS565
	FJ384629.1
	(TTCATC)2
	GGCTCGCTGGTCTCATCTAC
	60
	60
	TCAGGGCATGCAATTGTAAA
	60
	40
	270

	DAS566
	AY243803.1
	(TCTTCG)2
	GCTGAGTTCATCTCCACCCT
	59
	55
	AACAGGGTGATGTTGCCG
	60
	56
	230

	DAS567
	AY243803
	(CGG)3
	TCTCCACCCTCATCTTCGTC
	60
	55
	GGAACAGGGTGATGTTGCC
	61
	58
	222

	DAS568
	AY243803
	(CGGG)2
	GGGGCTCCTGTACTGGGT
	59
	67
	AGGTCATCACGATCTCCAGC
	60
	55
	149

	DAS569
	AY243803
	(CCATCG)2
	GAGATCGTGATGACCTTCGG
	60
	55
	GACCCAGTACACCCACTGGT
	59
	60
	222

	DAS570
	AY243803
	(CGG)3
	ACCAGTGGGTGTACTGGGTC
	59
	60
	CGGCTTTTAGTAGTCGGTGG
	59
	55
	119

	DAS571
	KF851321.1
	(ACCC)2
	CTACGTGGATCGGATTACTCG
	59
	52
	GACAAAAAGTCCGAATGCGT
	60
	45
	223

	DAS572
	KF851321.1
	(CGC)3
	CTAATTTTCGTCTTTGCGGG
	59
	45
	GACAAAAAGTCCGAATGCGT
	60
	45
	123

	DAS573
	KF851321.1
	(GTCGCC)2
	CTAATTTTCGTCTTTGCGGG
	59
	45
	CACGTAGGATGGTGATGTGG
	59
	55
	217

	DAS574
	KF851321.1
	(CTACT)2
	ACGCATTCGGACTTTTTGTC
	60
	45
	CGGTTGTAGTCATGCCATTG
	60
	50
	201

	DAS575
	FJ851080.1
	(ACAA)2
	ATCAGAAACATCGCCGTAGG
	60
	50
	GCCAAATGTAACAGCAGGGT
	60
	50
	267

	DAS576
	KF851321.1
	(GCTT)3
	ACCCTGCTGTTACATTTGGC
	60
	50
	GGAAGAGAGTGCGAAACCAG
	60
	55
	158

	DAS577
	KF851321.1
	(CGTT)2
	ACCCTGCTGTTACATTTGGC
	60
	50
	ATGGGTGCAATAATTCCCAA
	60
	40
	277

	DAS578
	KF851321.1
	(GAGCTG)2
	TTGGGAATTATTGCACCCAT
	60
	40
	CATAAACGACCCCAGCAAGT
	60
	50
	193

	DAS579
	KF851321.1
	(GTT)3
	TTGGGAATTATTGCACCCAT
	60
	40
	TAGTCAGTGGAGGGGAGCTG
	60
	60
	245

	DAS580
	KF851321.1
	(GGT)4
	ACTTGCTGGGGTCGTTTATG
	60
	50
	CACAAATCACACACCCTTGG
	59
	50
	237

	DAS581
	AB206104.1
	(ACATA)2
	TCTTGATCCCAACATCTCTCAA
	59
	41
	TATGGCGGCAGATATAAGGC
	60
	50
	236

	DAS582
	AB206104.1
	(CAGGCT)2
	GCAACACACCCAGATACCCT
	59
	55
	GGCTATGGCGGCAGATATAA
	60
	50
	153

	DAS583
	AB206104.1
	(GCCGTC)2
	TTATATCTGCCGCCATAGCC
	60
	50
	TTTAAGGAGGAGGCAAGCAA
	60
	45
	194

	DAS584
	AB206104.1
	(TTGC)2(CCT)3*
	TTATATCTGCCGCCATAGCC
	60
	50
	TCCACACTCCAACACCAGAA
	60
	50
	255

	DAS585
	AB206104.1
	(CCATTG)2
	TTGCTTGCCTCCTCCTTAAA
	60
	45
	ACCAGCAAGAATGTTGGCTC
	60
	50
	224

	DAS586
	AB206104.1
	(TCT)3(TTCT)2*
	CTCCCCACCACCGATTACTA
	59
	55
	GCGAACCAAATAGTCCCTCA
	60
	50
	190

	DAS587
	AB206104.1
	(ATG)3
	CTCCCCACCACCGATTACTA
	59
	55
	ACAGTGCGGCACAAATACAA
	60
	45
	212

	DAS588
	AB206104.1
	(TGTA)2
	CTCCCCACCACCGATTACTA
	59
	55
	TTTTTAAATCATAATCGTAGACCCG
	59
	32
	250

	DAS589
	KP234262.1
	(CCAC)2
	GAGGAATTGCTGTGGGGAG
	60
	58
	CTGCCACAAAGAGCCCTAGA
	60
	55
	207

	DAS590
	KP234262.1
	(CGTT)2
	GCATGCTCTAGGGCTCTTTG
	60
	55
	TTGAGCAACAAGCAAGCAAC
	60
	45
	174

	DAS591
	KP234262.1
	(TTGC)2
	GCATGCTCTAGGGCTCTTTG
	60
	55
	GAAGACAACGAGAAAGCGGA
	60
	50
	219

	DAS592
	KP234262.1
	(GGGCGT)2
	TGCTTGCTTGTTGCTCAAGT
	59
	45
	CACGATGAATCCAATGCAGA
	60
	45
	202

	DAS593
	KP234262.1
	(CTGG)2
	CAACGCTGTGGTATTCGAGA
	59
	50
	TAGATAACGCCAGCCAGACC
	60
	55
	276

	DAS594
	KP234262.1
	(CTGG)2
	TAGTCATGACGTTCGGGTTG
	59
	50
	TCCGGGGAGATCATAAACAG
	59
	50
	280

	DAS595
	KF134811.1
	(AATTTT)2
	CATGGGGGAGTACTACAAACTACA
	59
	46
	TCCAATTGCAATGTTACGGA
	59
	40
	100

	DAS596
	KF134811.1
	(TTTTTG)2
	TTGGCCGAGTTTATTTCCAC
	59
	45
	TAGGAGGGTGATGTTACCGC
	60
	55
	234

	DAS597
	KF134811.1
	(GCTT)2
	GCGGTAACATCACCCTCCTA
	60
	55
	GGTGCAATTGTTCCCAAACT
	59
	45
	241

	DAS598
	KF134811.1
	(ACC)6(CCAC)2*
	GGCCTTGCTGGTCTCATCTA
	60
	55
	GAGACACGACCAAACCCATC
	60
	55
	207

	DAS599
	KF134811.1
	(GCG)3
	TAAGTCAACCACCACCACCA
	59
	50
	GAGACACGACCAAACCCATC
	60
	55
	135

	DAS600
	GAJT01000004.1
	(GAAA)3
	TTTCGAGTATTCCAAAAACCTCA
	60
	35
	GATTTCTTCACGGTTTCCGA
	60
	45
	119

	DAS601
	GAJT01000004.1
	(GGCAT)2
	TCGGAAACCGTGAAGAAATC
	60
	45
	CCACGAATAGCCCTAAACCA
	60
	50
	192

	DAS602
	GAJT01000004.1
	(ATCA)2(TTGC)3
	TGGTTTAGGGCTATTCGTGG
	60
	50
	CGCCAGAGATAAGGCTGAAG
	60
	55
	214

	DAS603
	GAJT01000004.1
	(CCATTG)2
	AGAAGGGTGATGTTGGAACG
	60
	50
	AGACCCAATGGTGAGTCCAG
	60
	55
	156

	DAS604
	GAJT01000004.1
	(CTGGAC)2
	AGAAGGGTGATGTTGGAACG
	60
	50
	TTTCCTAGTAATCTGCGGCG
	60
	50
	261

	DAS605
	GAJT01000004.1
	(TTGCT)2
	CTGGACCTGGACTCACCATT
	60
	55
	AACTCCCCAACTTCTCGACC
	60
	55
	202

	DAS606
	GAJT01000004.1
	(TCTTT)2
	CTGGACCTGGACTCACCATT
	60
	55
	ATAAACGCCACTGGACAGGA
	60
	50
	278

	DAS607
	AF326500.1
	(ACGG)2
	ATCTCCACGCTCATCTTCGT
	59
	50
	CCTTGAGGAGGCTGATGTTG
	60
	55
	226

	DAS608
	AF326500
	(GCCT)2(CCT)3*
	CTCAAGGCCCTGGTCTACTG
	59
	60
	GTCATGACCATCTCCAGCAC
	59
	55
	155

	DAS609
	AF326500
	(CCATCG)2
	GTGGTGCTGGAGATGGTCA
	60
	58
	GACCCAGTACACCCAGTGGT
	59
	60
	231

	DAS610
	
	(CAT)4
	ACCACTGGGTGTACTGGGTC
	59
	60
	GGAGATGAGATTTGGCATGTT
	59
	43
	209

	DAS611
	AF326500
	(AGACC)2
	CGGCAGCAGACTACTGATGA
	60
	55
	GGAGATGAGATTTGGCATGTT
	59
	43
	104

	DAS612
	AB540226.1
	(TCTTCG)2(CCGGCT)2
	GCCGAGTTCATATCCATGCT
	60
	50
	CCTTGAGGAGGCTGATGTTG
	60
	55
	235

	DAS613
	AB540226.1
	(TGCC)2(CCT)3*
	GCAACATCAGCCTCCTCAAG
	60
	55
	TCATGACGATCTCGAACACC
	59
	50
	168

	DAS614
	AB540226.1
	(CCATCG)2
	GTGGTGTTCGAGATCGTCAT
	58
	50
	GAGCCAGTACACCCAGTGGT
	60
	60
	231

	DAS615
	NM_113559.3
	(TCACT)2
	CGTACAACACATAAGAAAAACAAACC
	60
	35
	AGTGCGTTGGGGTGATAGAC
	60
	55
	150

	DAS616
	NM_113559.3
	(CGCT)2
	GTCTATCACCCCAACGCACT
	60
	55
	CCAACAGAGACAGCGACAAA
	60
	50
	188

	DAS617
	NM_113559.3
	(ACCA)2
	TGACCCCAAGAACGGTAGTC
	60
	55
	GTCGTAGATAATTCCGGCGA
	60
	50
	214

	DAS618
	NM_113559.3
	(ATTG)2
	TCGCCGGAATTATCTACGAC
	60
	50
	ATTGCACAAAAGCCTTCCAG
	60
	45
	257

	DAS619
	NM_113559.3
	(ATTGT)2
	GCATCGTAATGGGTTTCTGG
	60
	50
	CACATTCCCTGGTTTTCTCAA
	60
	43
	171

	DAS620
	NM_113559.3
	(CTAA)2
	CTGGAAGGCTTTTGTGCAAT
	60
	45
	TTCATTAAAATTTCCATGTCTCG
	58
	30
	163

	DAS621
	DQ834702.1
	(GTTT)2
	TTAAGTTTTCCACCAACGGC
	60
	45
	CAGGCCCAAATGATACTGCT
	60
	50
	258

	DAS622
	DQ834702.1
	(GCCT)2
	TGCTAACATTCTGGCAGGTG
	59
	50
	GGCTGATGAAGAAGACCTCG
	60
	55
	170

	DAS623
	DQ834702.1
	(CTGGAC)2(ACCA)2*
	AGCAGTATCATTTGGGCCTG
	60
	50
	GGCTGATGAAGAAGACCTCG
	60
	55
	122

	DAS624
	DQ834702.1
	(TTTG)2
	ATCCATGAACAGTTCCGAGG
	59
	50
	GGAGCCGATCGAATAAGACA
	60
	50
	149

	DAS625
	AB206105.1
	(TGTT)2
	TGCGTCTGAGTTTCAACAGG
	60
	50
	GAAGGTAACAGCCGGATTCA
	60
	50
	241

	DAS626
	AB206105.1
	(GTTGT)2(TTGC)3*
	CAGCAGGGTTAGTGTCAGCA
	60
	55
	AAATGCCGATGTTTCCAGTC
	59
	45
	236

	DAS627
	AB206105.1
	(CAATTG)2
	GACTGGAAACATCGGCATTT
	59
	45
	CTAGGATGTTGGCACCCACT
	60
	55
	186

	DAS628
	NM_116377.1
	(AACT)2
	TATATTCGTTTTCGCGGGTC
	59
	45
	GCAAACGCATGAGACAAAGA
	60
	45
	111

	DAS629
	NM_116377.1
	(TGCGTT)2
	TATATTCGTTTTCGCGGGTC
	59
	45
	TCCGAGTAATTGAGCGATCC
	60
	50
	247

	DAS630
	NM_116377.1
	(GCTT)2
	GGATCGCTCAATTACTCGGA
	60
	50
	AATCTCGAAAACGACTGCGT
	59
	45
	128

	DAS631
	NM_116377.1
	(TGGT)2
	GTGGATCCCAAGAAAGGTGA
	59
	50
	CCAACCCAATAGACCCAATG
	60
	50
	176

	DAS632
	KR866288.1
	(CTAG)3
	AAGTATGGCCACAAAGCTGG
	60
	50
	CTGGGTTGCCTCATGGTAGT
	60
	55
	167

	DAS633
	KR866288.1
	(ACGG)2
	ACTACCATGAGGCAACCCAG
	60
	55
	GGCAACAAAAAGAGCGAAAG
	60
	45
	188

	DAS634
	KR866288.1
	(TGCT)2
	ACATCACCCTCTTACGTGGC
	60
	55
	ACGAAAGCGTTCCATACACC
	60
	50
	148

	DAS635
	KR866288.1
	(ACCA)2
	TGTTGACCCGAAGAAGGGTA
	60
	50
	CCGTAGCCGATGAAGAAGAA
	60
	50
	237

	DAS636
	KR866288.1
	(CTGGG)2
	CTGGAACTGGACCAACCACT
	60
	55
	TTAAAACCATCCCATGCACA
	59
	40
	165

	DAS637
	KR866288.1
	(TTTC)2
	TTCTTCTTCATCGGCTACGG
	60
	50
	TTGCAACTGGAGAAGTCGAA
	59
	45
	248

	DAS638
	GU584119.1
	(ATCC)3
	AGCAGCTACACAGCACACGA
	60
	55
	AGCATGGATATGAACTCGGC
	60
	50
	153

	DAS639
	GU584119.1
	(TCTTCG)2(CCGGCT)2
	GCCGAGTTCATATCCATGCT
	60
	50
	CCTTGAGGAGGCTGATGTTG
	60
	55
	235

	DAS640
	GU584119.1
	(TGCC)2(CCT)3*
	GCAACATCAGCCTCCTCAAG
	60
	55
	TCATGACGATCTCGAACACC
	59
	50
	168

	DAS641
	GU584119.1
	(CCATCG)2
	GTGGTGTTCGAGATCGTCAT
	58
	50
	GAGCCAGTACACCCAGTGGT
	60
	60
	231

	DAS642
	GU584119.1
	(CAAG)2
	TACGACATCTGCTTCATCGG
	59
	50
	TGAGGACGTACACCAAGACAA
	59
	48
	250

	DAS643
	BK007053.1
	(GGCC)2
	TTCCCATTTCCAATCTCCAG
	59
	45
	GAGACAGCGACGAAAAGACC
	60
	55
	255

	DAS644
	BK007053.1
	(TTCATC)2
	GGCTCGCTGGTCTCATCTAC
	60
	60
	TCAGGGCATGCAATTGTAAA
	60
	40
	272

	DAS645
	JQ846274.1
	(CTTTG)2
	GTCACCTTTGGATTGGCACT
	60
	50
	ATGGCAATGGGTGCAATTAT
	60
	40
	275

	DAS646
	JQ846274.1
	(CCATTG)2
	GCCATTGAAGGAGTGGTGAT
	59
	50
	AGGGGTCCAACCCAGTAGAT
	59
	55
	251

	DAS647
	JQ846274.1
	(GCTC)2
	CATTGCCATTGGTTTCATTG
	59
	40
	GCATGAACACGTTGCCATAG
	60
	50
	191

	DAS648
	JQ846274.1
	(TTGAT)2(TTGA)2*
	AATTGGTGGTGGCTTAGCTG
	60
	50
	CGGACAAAAGAACACAACAA
	57
	40
	115

	DAS649
	JF834204.1
	(ATC)3
	GCCATTGTTGCAGCCTTTAT
	60
	45
	AGCCAAGATGTTAGCTCCGA
	60
	50
	228

	DAS650
	JF834204.1
	(CCCGG)2
	CATCATCACGTTTGCTTTGG
	60
	45
	TTTCCATAGATGAGGCCAGC
	60
	50
	261

	DAS651
	AB540222.1
	(GCGATC)2
	TTGCCTATGGGAAACTCACC
	59
	50
	ACGAACTTGAGGAGGAAGCA
	60
	50
	247

	DAS652
	AB540222.1
	(GCC)3
	TTGCCTATGGGAAACTCACC
	59
	50
	GGTGACGAACTTGAGGAGGA
	60
	55
	251

	DAS653
	AB540222.1
	(ACGC)2
	TGCTTCCTCCTCAAGTTCGT
	60
	50
	GATGACGATCTCCATCACCA
	59
	50
	102

	DAS654
	AB540222.1
	(CGG)3
	GGAGATCGTCATCACCTTCG
	60
	55
	GACCCAGTAGACCCAGTTGC
	59
	60
	223

	DAS655
	AB540222.1
	(CCAG)2
	GCAACTGGGTCTACTGGGTC
	59
	60
	CACGCGTAGTCCTGGTCC
	60
	67
	112

	DAS656
	EF364439.1
	(TCCAC)2
	TGATTCCTTCAGTTTGGCCT
	59
	45
	CAAGAGCAGCGTCTGATGTC
	59
	55
	125

	DAS657
	EF364439.1
	(CCCG)2
	TCGTGATCACTTTCGCTCTG
	60
	50
	TAGACAGATCCTCCCATGCC
	60
	55
	256

	DAS658
	EF364439.1
	(TTCT)2
	GGAGGAAGAGCAAGTTGTGC
	60
	55
	CACAGCTTGAACCAAAGCAA
	60
	45
	115

	DAS659
	EF364439.1
	(ATGA)2
	TCTCAACCCATTTCCCTTTG
	59
	45
	AGAAAGCAAAGTGGCTGCAC
	60
	50
	202

	DAS660
	NM_112495.3
	(ATTC)2
	GTTGCCTTTGGTTCCTTTGA
	60
	45
	CAAGACCAAAAGTGACGGCT
	60
	50
	262

	DAS661
	NM_112495.3
	(ATC)3
	ACTGGATCGCTCAGCTTCTC
	59
	55
	ACGATAAGACCAATGGCGAG
	60
	50
	232

	DAS662
	NM_112495.3
	(TCTT)2(TTGTT)2*(TTTG)2*
	GTCTTCATGGGTTCTTCCGA
	60
	50
	ATTACAACGAAACCGGACCA
	60
	45
	149

	DAS663
	KR866291.1
	(ATC)3
	GCCATTGAAGGAGTGGTGAT
	59
	50
	CGGCCCAGTATATCCAGTTG
	60
	55
	244

	DAS664
	KR866291.1
	(GGGCC)2
	CCAGCTGTGGTTAGTGGTGA
	59
	55
	TGATCTGCAACCCCTTTCTT
	59
	45
	201

	DAS665
	KR866291.1
	(CTCTC)2(TCTT)2*
	GTGAAGAAAGGGGTTGCAGA
	60
	50
	GGTACGAAGAGACTGGCTGC
	60
	60
	148

	DAS666
	FJ966882.1
	(TCTTCG)2
	GATGACTCCTTCAGCTTGGC
	60
	55
	CTCACCTTGGTGTAGGCGAT
	60
	55
	110

	DAS667
	FJ861241.1
	(GCG)3
	TCAGCTTGGCCTCTCTCAAG
	60
	55
	GTAGAAGATGCCGGTGAGGA
	60
	55
	275

	DAS668
	FJ861241.1
	(TTTTTG)2
	AGCTGAGTTTACTGCCACCC
	59
	55
	GCAACAGTAGCACCAAGCAA
	60
	50
	279

	DAS669
	FJ861241.1
	(TTGT)2
	GCTGGAGTTGGATCAGCAAT
	60
	50
	GCAACAGTAGCACCAAGCAA
	60
	50
	245

	DAS670
	FJ861241.1
	(ATC)3
	TGGTGCAGGACTAGATGCAG
	60
	55
	CAGCAGATCCAGTGACCTGA
	60
	55
	255

	DAS671
	AB206106.1
	(GCAT)2
	TCAGTGCTGCGTCCATTAAG
	60
	50
	ACCGACACTCCGACGAATAG
	60
	55
	181

	DAS672
	AB206106.1
	(TTGC)2
	TGCATTTGCTCTATTCGTCG
	60
	45
	GGGGCACTTGTGACAAACTT
	60
	50
	189

	DAS673
	AB206106.1
	(ATTG)2
	GACCCCAAAAAGGGATCATT
	60
	45
	AGAGGTAGGAACTGGGGCAT
	60
	55
	252

	DAS674
	AB206106.1
	(T)10
	ATGCCCCAGTTCCTACCTCT
	60
	55
	ACCAAAAGCCAAATCAAAGC
	59
	40
	168

	DAS675
	NM_001111560.1
	(CGAAGC)2(AGC)3*
	AAAAGCTGACTGGACTCCCA
	59
	50
	TCTTGTCTTGCTTGATTGCG
	60
	45
	130

	DAS676
	NM_001111560.1
	(CAAG)2(CAAGA)2*
	AAAAGCTGACTGGACTCCCA
	59
	50
	ACGTAGGCCTTGATGGAGGT
	60
	55
	194

	DAS677
	NM_001111560.1
	(TCTTCG)2
	CGCAATCAAGCAAGACAAGA
	60
	45
	CATTCGTCAGTTGCCCGTAG
	61
	55
	161

	DAS678
	NM_001111560.1
	(GCGATC)2
	ACCTCCATCAAGGCCTACG
	60
	58
	CAGTAGAAGACGCCCGTCAG
	61
	60
	269

	DAS679
	NM_001111560.1
	(ACGC)2
	CTGACGGGCGTCTTCTACTG
	61
	60
	AGGTGATGACGACCTCGAAC
	60
	55
	154

	DAS680
	NM_001111560.1
	(CCG)3
	TTCGAGGTCGTCATCACCTT
	60
	50
	AATGAAGACGTCGCCGTAGA
	60
	50
	279

	DAS681
	NM_001111560.1
	(CGG)3
	AAACTGGGTCTACTGGGTCG
	59
	55
	AACGACGACGGTTTTGAATC
	60
	45
	170

	DAS682
	NM_001111560.1
	(CGT)3(TTTGCT)2*
	ATCTCCGCTCTGGATGAATG
	60
	50
	AGGCACATCATATTGGCACA
	60
	45
	107

	DAS683
	NM_001111560.1
	(ATGT)2
	ATCTCCGCTCTGGATGAATG
	60
	50
	AGGGCAAAGGCACATCATA
	59
	47
	114

	DAS684
	AY525639.1
	(TCTTCG)2
	GTCGCTTCGATGACTCCTTC
	60
	55
	ACCTTGGTGTAGGCGATGAC
	60
	55
	115

	DAS685
	AY525639.1
	(GCG)3
	CTCTGTCATCGCCTACACCA
	59
	55
	GTAGAAGATGCCGGTGAGGA
	60
	55
	202

	DAS686
	AY525639.1
	(CCG)3
	GAGATCATCGTCACCTTCGG
	60
	55
	GCCCAGTAGACCCAGATGTT
	59
	55
	221

	DAS687
	AY525639.1
	(GGCC)2
	GAGATCATCGTCACCTTCGG
	60
	55
	AGGTATCGGTAGACGACGCC
	61
	60
	269

	DAS688
	JQ846275.1
	(TGCT)2
	TACTGGATTGCCCAGCTTCT
	59
	50
	GTGTACACCAGCCCGAAAGT
	60
	55
	158

	DAS689
	JQ846275.1
	(CTGGG)2
	AGATCGTGATGACTTTCGGG
	60
	50
	CTCGTACACAAGACCAGCGA
	60
	55
	263

	DAS690
	JQ846275.1
	(TGGATT)2
	ATTCTAGCTGGTGGGGCTTT
	60
	50
	AGAAAAAGCCGTGCAACTGT
	59
	45
	261

	DAS691
	AB540223.1
	(ATCGCC)2
	TCCTATGTCGCGGAGTTCAT
	60
	50
	CAGTAGAAGAGCCCGGTGAG
	60
	60
	257

	DAS692
	AB540223.1
	(CCT)3
	CTCACCGGGCTCTTCTACTG
	60
	60
	TGATCACGATCTCCATCACC
	59
	50
	151

	DAS693
	AB540223.1
	(GGCC)2
	CGTGGTGATGGAGATCGTG
	61
	58
	AGTGGTCCGACCCAGTACAC
	59
	60
	240

	DAS694
	AY525640.1
	(TCTTCG)2
	CATCGCTGAGTTCATCTCCA
	59
	50
	CTGGGCAACCCAATAGAAGA
	60
	50
	262

	DAS695
	AY525640.1
	(CCG)3
	GAGATCATCGTCACCTTCGG
	60
	55
	TCCAGATGTTGGTGAAGTCG
	59
	50
	211

	DAS696
	KR866292.1
	(TTAT)2
	GATAGCTTCCGGCAGTCTTG
	60
	55
	CCAAAGGTGACAGCTGGATT
	60
	50
	258

	DAS697
	KR866292.1
	(GCCT)2(CCT)3*
	AATCCAGCTGTCACCTTTGG
	60
	50
	TCTCCATCACCACTCCTTCC
	60
	55
	193

	DAS698
	KR866292.1
	(GCTC)2
	GGAAGGAGTGGTGATGGAGA
	60
	55
	CATAAACAAGCCCAGCCAGT
	60
	50
	278

	DAS699
	KR866292.1
	(GCTT)2
	ACTGGCTGGGCTTGTTTATG
	60
	50
	GCAAAGTTCAAATCACAAGCTG
	59
	41
	123

	DAS700
	NM_117838.3
	(CTCTT)2
	TGTCGGATCAAAATGGTGAA
	59
	40
	AAAGCAAGAGCAGAGCCAAC
	59
	50
	137

	DAS701
	NM_117838.3
	(GCTCT)2
	TTCTCTTTGTGTTTGCTGGC
	59
	45
	ACGAAGACGAGGAGGAGACA
	60
	55
	280

	DAS702
	NM_117838.3
	(TGTCGC)2
	CTCTTGCTTTTGCCAAGCTC
	60
	50
	CGAAGACGAGGAGGAGACAC
	60
	60
	249

	DAS703
	NM_117838.3
	(CTC)3
	CGGTGGCAACATCACAGTAA
	60
	50
	CAGAGCAAAGGTCACCACAA
	59
	50
	184

	DAS704
	NM_117838.3
	(AAAG)2
	TGTCTCCTCCTCGTCTTCGT
	60
	55
	CTGACAACAGCTGGTCCAAA
	59
	50
	278

	DAS705
	NM_117838.3
	(TGGG)2
	TTTGGACCAGCTGTTGTCAG
	59
	50
	GGTAGCTTTCTGTGGTGGGA
	60
	55
	145

	DAS706
	NM_117838.3
	(GCTTG)2(GCTT)2*
	TCCCACCACAGAAAGCTACC
	60
	55
	TTTGGAAGAAACGAGGACCA
	60
	45
	100

	DAS707
	NM_117838.3
	(AATG)2
	TCCCACCACAGAAAGCTACC
	60
	55
	CAACTTTGATCTTTTTCTCCACA
	58
	35
	137

	DAS708
	AB540224.1
	(TCTTCG)2
	GTCGCTTCGATGACTCCTTC
	60
	55
	TCACCTTGGTGTAGGCAATG
	59
	50
	117

	DAS709
	AB540224.1
	(GCG)3
	CCGAGTTCATCTCCACCCT
	60
	58
	CAGTAGAAGAGGCCGGTGAG
	60
	60
	247

	DAS710
	AB540224.1
	(CCG)3
	GAGATCATCGTCACCTTCGG
	60
	55
	TCCAGATGTTGGTGAAGTCG
	59
	50
	211

	DAS711
	AB540224.1
	(GGCC)2
	CGACTTCACCAACATCTGGA
	59
	50
	TTAGTAGTCGTTGCTGGCGA
	59
	50
	124

	DAS712
	XM_002448244.1
	(AGAAAA)2
	GCTGGAAGCTTGAAGTACCG
	60
	55
	AATGAACTCGGCCACATAGG
	60
	50
	118

	DAS713
	XM_002448244.1
	(GCCATC)2
	CCTATGTGGCCGAGTTCATT
	60
	50
	GTAGAAGATGCCGGTGAGGA
	60
	55
	254

	DAS714
	XM_002448244.1
	(CCATCG)2
	GACAGGCTATCCCGACACAC
	60
	60
	ACCCAGTAGACCCAGTTGCC
	61
	60
	280

	DAS715
	XM_002448244.1
	(CGG)3
	GCAACTGGGTCTACTGGGTC
	59
	60
	GTCCGGATCGACTTTCTTCA
	60
	50
	133

	DAS716
	XM_002448244.1
	(AATGC)2
	ACGTGTTCATCGCCTCCTAC
	60
	55
	CGAACGGTTCTCTCGCTTAC
	60
	55
	232

	DAS717
	XM_002448244.1
	(AATGT)2
	GTTGATTTCACCGTCCTCGT
	60
	50
	GAAAATCCGTCCGGAACATA
	59
	45
	210

	DAS718
	NM_124117.2
	(CTCTT)2
	ATCGAAGTTGGAAGTGTGGG
	60
	50
	ACCACCAGAAATGTTAGCCG
	60
	50
	231

	DAS719
	NM_124117.2
	(AAAG)2
	TGGATTGCTCAGTGTCTTGG
	59
	50
	ACCAACTATGAAGCCGATGG
	60
	50
	234

	DAS720
	NM_124117.2
	(TGGG)2
	CCATCGGCTTCATAGTTGGT
	60
	50
	TCAAGCAATCACAAAACCCA
	60
	40
	252

	DAS721
	NM_124117.2
	(TGGT)2
	CTCCATGAATCCAGCAAGGT
	60
	50
	TGCAAGAAAGTGGACACCAA
	60
	45
	250

	DAS722
	NM_124117.2
	(TGTA)2
	TGGGTTTTGTGATTGCTTGA
	60
	40
	CATATGAAAGAAACCAAACATGC
	58
	35
	187

	DAS723
	NM_124117.2
	(TTTC)2
	TGGGTTTTGTGATTGCTTGA
	60
	40
	TCGATAACTTTATGAAAGTAAAATGCC
	60
	30
	228

	DAS624
	DQ834702.1
	(TTTG)2
	ATCCATGAACAGTTCCGAGG
	59
	50
	GGAGCCGATCGAATAAGACA
	60
	50
	149

	DAS625
	AB206105.1
	(TGTT)2
	TGCGTCTGAGTTTCAACAGG
	60
	50
	GAAGGTAACAGCCGGATTCA
	60
	50
	241

	DAS626
	AB206105.1
	(GTTGT)2(TTGC)3*
	CAGCAGGGTTAGTGTCAGCA
	60
	55
	AAATGCCGATGTTTCCAGTC
	60
	45
	236

	DAS727
	GU998837.1
	(TTGC)2
	TTTGGGTTAGCTCTTGGTGG
	60
	50
	TGATCCCTTCTTTGGGTCAG
	60
	50
	243

	DAS728
	GU998837.1
	(ATC)3
	GGATCCATTGTTGCTTGCTT
	60
	45
	TGATCCCTTCTTTGGGTCAG
	60
	50
	174

	DAS729
	GU998837.1
	(GCTC)2
	CTGACCCAAAGAAGGGATCA
	60
	50
	ATCAGTGGTCCCACCCAGTA
	60
	55
	184

	DAS730
	GU998837.1
	(TGGG)2
	CTGACCCAAAGAAGGGATCA
	60
	50
	ACAATGGTGCATGGTCAGAG
	59
	50
	249

	DAS731
	GU998837.1
	(GGTTT)2
	TACTGGGTGGGACCACTGAT
	60
	55
	ACCACCTCATCCATTTCCAC
	59
	50
	280

	DAS732
	AY525641.1
	(TGCC)2
	TTTTGGGCCATTCTAAGCC
	60
	47
	GACGAAGATGAGGGTGGAGA
	60
	55
	121

	DAS733
	AY525641.1
	(TCGG)2
	CATTCTAAGCCACCATGCCT
	60
	50
	GACGAAGATGAGGGTGGAGA
	60
	55
	113

	DAS734
	AY525641.1
	(TCTTCG)2
	TCTTTCAAGGCCTACATCGC
	60
	50
	GTAGAAGATGCCGGTGAGGA
	60
	55
	264

	DAS735
	AY525641.1
	(GGCC)2
	CGACTTCACCAACATCTGGA
	59
	50
	GAATGTCTTCCATGGCTGCT
	60
	50
	143



