Supplementary file 1:  Name of selected primer, primer sequence, GC content, Temperature (Tm), Primer length, expected amplicon size, selected SSR motif and NCBI accession numbers  

	S. No.
	Random/ Gene Associated
	Primer Name and SSR loci
	Primer Sequence (5’ to 3’)
	GC content (%)
	Tm
(°C)
	Prmier length (bp)
	Expected Amplicon size (bp)
	SSRs repeat motifs
	Accession number (NCBI)

	1
	Random
	S1
(GC-SSR-01)
	F: CAATCAAACCGCACAGT
	47.05
	45
	18
	226
	(CTGT)5

	OM222623

	
	
	
	R:CCTTTTGTCCTCTCACAT
	44.44
	46
	18
	
	
	

	2
	
	S2
(GC-SSR-02)
	F:ATTGCTGGTAAAGCTGAC
	44.44
	46
	18
	227
	(ATGT)5

	OM222624

	
	
	
	R:TCTGGATAAGTCTGGTGA
	44.44
	46
	18
	
	
	

	3
	
	S3
(GC-SSR-03)
	F: ACAGATGGCTCTGTATCA
	44.44
	46
	18
	205
	(TGC)5
	OM222625

	
	
	
	R:GGCACTGTGGTCATTTAT
	44.44
	46
	18
	
	
	

	4
	
	S4
(GC-SSR-05)
	F:GTCATGTGAACTCTCGGA
	50.00
	48
	18
	180
	(GCT)6
	OM222627

	
	
	
	R:TCACAGAAGCATGTCGTA
	44.44
	46
	18
	
	
	

	5
	
	S5
(GC-SSR-07)
	F:CACGTTAGCAAAACCATC
	44.44
	46
	18
	201
	(GATG)11
	OM222629

	
	
	
	R:GAATCACAGTCAGGCAGA
	50.00
	48
	18
	
	
	

	6
	
	S6
(GC-SSR-08)
	F:GTTTTCAACACTCAGCACA
	42.10
	47
	19
	279
	(GTCT)5
	OM222630

	
	
	
	R:ATGACCCCGAATGCAATG
	50.00
	48
	18
	
	
	

	7
	
	S7
(GC-SSR-10)
	F: TCCGGTTTCACATTCACA
	44.44
	46
	18
	250
	(AGAT)7
	OM222632

	
	
	
	R:CATTACTCCACTCTTCAGT
	42.10
	47
	19
	
	
	

	8
	
	S8
(GC-SSR-13)
	F:TGGAAGTTAGCACAGCTC
	50.00
	48
	18
	283
	(GCT)7
	OM222635

	
	
	
	R: TGTGGCTAGCATGTTTTA
	38.88
	43
	18
	
	
	

	9
	
	S9
(GC-SSR-14)
	F:GTCTAGCTCCACAAGACA
	50.00
	48
	18
	164
	(GTGA)5
	OM222636

	
	
	
	R:AGAGCTACCAGTGCTTGA
	50.00
	48
	18
	
	
	

	10
	
	S10
(GC-SSR-17)
	F: CAAATGGAGAGTGGGCGT
	55.55
	50
	18
	271
	(GAG)6
	OM222639

	
	
	
	R: CTGAAACACAAGGCGAAG
	50.00
	48
	18
	
	
	

	11
	
	S11
(GC-SSR-18)
	F:CTTCAGAAAGCACTCTTCAT
	40.00
	48
	20
	238
	(TGTTT)5
	OM222640

	
	
	
	R:ATGATGCTTCACAATACCAC
	40.00
	48
	20
	
	
	

	12
	
	S12
(GC-SSR-21)
	F: GTCAATGGCGTGAAGTGC
	55.55
	50
	18
	111
	(GC)5
	OM222643

	
	
	
	R: AAAGACTGAATGGACAGC
	44.44
	46
	18
	
	
	

	13
	
	S13
(GC-SSR-22)
	F: CACGCTGAAGGTTTGTAG
	50.00
	48
	18
	233
	(AAAG)5
	OM222644

	
	
	
	R: ACCCAGGAGGTGAAAGTA
	50.00
	48
	18
	
	
	

	14
	
	S14
(GC-SSR-24)
	F: AGTGGAGTAATCGTGGAG
	50.00
	48
	18
	125
	(GGA)5
	OM222646

	
	
	
	R: CTGCTCCCACCAGTCTTA
	55.55
	50
	18
	
	
	

	15
	
	S15
(GC-SSR-26)
	F: GCCAAACCATTTCATCTG
	44.44
	46
	18
	186
	(GCT)5
	OM222648

	
	
	
	R: CCAAAGTGTGTTTGTGAG
	44.44
	46
	18
	
	
	

	16
	
	S16
(GC-SSR-27)
	F: ATCGCAGTCTGGTTTTG
	47.05
	45
	17
	175
	(CG)5
	OM222649

	
	
	
	R: CACAACATCACTCGTCTA
	44.44
	46
	18
	
	
	

	17
	
	S17
(GC-SSR-30)
	F: CGCTGTCCTCTTCTCC
	62.50
	49
	16
	220
	(CG)5
	OM222652

	
	
	
	R: GAGTCTGAGACACATCA
	47.05
	45
	17
	
	
	

	18
	
	S18
(GC-SSR-31)
	F: CTGAGACGTCTGTACTCT
	50.00
	48
	18
	181
	(GC)5
	OM222653

	
	
	
	R: GCTACGGTGCCATAGTT
	52.94
	47
	17
	
	
	

	19
	
	S19
(GC-SSR-34)
	F: TCAGTGTTGTCATTGCTG
	44.44
	46
	18
	227
	(GATG)7
	OM222656

	
	
	
	R: TACAGCTGGTTGACTCCT
	50.00
	48
	18
	
	
	

	20
	
	S20
(GC-SSR-35)
	F: CATATGCAAAATGTCCGC
	44.44
	46
	18
	213
	(GAG)5
	OM222657

	
	
	
	R: TCCTGGCATCGCACACATC
	57.89
	53
	19
	
	
	

	21
	
	D1
(SSR 01)
	F: TTAGGTCCCACAGTGTTAAT
	52.60
	40
	20
	223
	(TATAT)13
	OM222658

	
	
	
	R: ATCCAGAAGTGCTGTGGTAA
	55.10
	45
	20
	
	
	

	22
	
	D2
(SSR 02)
	F: CTTTTACCACAAGTACTGA
	36.84
	48.8
	19
	108
	(TTAT)5
	OM222659

	
	
	
	R: GAAATGACAGGAGTGGA
	47.06
	51.2
	17
	
	
	

	23
	
	D3
(SSR 03)
	F:TAGGGCTGACAAAAACAT
	38.89
	50.7
	18
	202
	(TATT)14
	OM222660

	
	
	
	R:GATGCATCCTTGTGGAG
	52.94
	52.3
	17
	
	
	

	24
	
	D4
(SSR 04)
	F:AGCACAAAACCAGTCAT
	41.18
	50.6
	17
	217
	(TTTA)5
	OM222661

	
	
	
	R:ATATTTGGCCGAGATACAT
	36.84
	49.5
	19
	
	
	

	25
	
	D5
(SSR 05)
	F:CCTGCATCCTGAATCTA
	47.06
	49.6
	17
	173
	(AAAT)6
	OM222662

	
	
	
	R:GCAGCTTTTGACAAACAT
	38.89
	50.6
	18
	
	
	

	26   
	
	D6
(SSR 06)
	F:GTACTGAACACTTGCACATC
	45.00
	53.1
	20
	119
	(TAAAA)5
	OM222663

	
	
	
	R:GCTTAGGACAGAGTGAGT
	50.00
	52.4
	18
	
	
	

	27
	
	D7
(SSR 07)
	F:AGGATAAACAGGATAAGAAACC
	36.36
	54.5
	22
	255
	(TTAT)5
	OM222664

	
	
	
	R:GCCCTCCAGGAATTGAG
	58.82
	55.4
	17
	
	
	

	28
	
	[bookmark: _GoBack]D8
(SSR 11)
	F:CCCCTTTAAAGCACAACA
	44.44
	52.7
	18
	191
	(ATTT)5
	OM222668

	
	
	
	R:GCATACTTTTGTTTTGTCA
	31.58
	48.7
	19
	
	
	

	29
	
	D9
(SSR 12)
	F:CACCTTTCTTTGCACCA
	47.06
	52.7
	17
	216
	(TTA)13
	OM222669

	
	
	
	R:AAGACTGGGAAGGAAACT
	44.44
	52.9
	18
	
	
	

	30
	
	D10
(SSR 13)
	F:AGCACATTACAACAGAGATT
	35.0.
	50.3
	20
	237
	(AAAT)5
	OM222670

	
	
	
	R:CTAACTTCCCTCAGTCTTG
	47.37
	51.8
	19
	
	
	

	31
	
	D11
(SSR 14)
	F:TGTGGTTTTGCACAGTTA
	38.89
	51.6
	18
	280
	(TTAT)6
	OM222671

	
	
	
	R:TCAATCCCTAAACAGCCAA
	42.11
	53.6
	19
	
	
	

	32
	
	D12
(SSR 15)
	F:ACACGAGATCCCTGACTG
	55.56
	55.9
	18
	153
	(AAAT)6
	OM222672

	
	
	
	R:ATTTGTGGTGACTTTGTGA
	36.84
	51.8
	19
	
	
	

	33
	
	D13
(SSR 16)
	F:GGAACAGTTCTTTTGGTAT
	36.84
	49.8
	19
	203
	(TTTA)5
	OM222673

	
	
	
	R:AAGACATGGGGATGAGAA
	44.44
	52.6
	18
	
	
	

	34
	
	D14
(SSR 19)
	F:TCTCCCCACCTATAACA
	47.06
	50.9
	17
	253
	(AATA)5
	OM222674

	
	
	
	R:GCATACAATCAGTCCTTCA
	42.11
	51.3
	19
	
	
	

	35
	
	D15
(SSR 24)
	F:ACATTTGTGGAATTGTGTC
	36.84
	50.7
	19
	211
	(AAAT)5
	OM222681

	
	
	
	R:AGTATTCTCTCGCTTCAGT
	42.11
	51.5
	19
	
	
	

	36
	
	D16
(SSR 25)
	F:TGAAGCAGTGGTTTGAAG
	44.44
	52.5
	18
	286
	(TTTTA)6
	OM222682

	
	
	
	R:TAGGCTATTACGTTGACC
	44.44
	50.2
	18
	
	
	

	37
	
	D17
(SSR 30)
	F:CCAAAAATCTGAGGCCA
	47.06
	52.4
	17
	271
	(AAAT)7
	OM222687

	
	
	
	R:AAACCTGTTTGTCAACG
	41.18
	50.7
	17
	
	
	

	38
	
	D18
(SSR 31)
	F:GTGGTTTTGCACAGTTA
	41.18
	49.9
	17
	295
	(TTAT)6
	OM222688

	
	
	
	R:CAATCCCTAAACAGCCAA
	44.44
	52.0
	18
	
	
	

	39
	
	D19
(SSR 33)
	F:CTAGGTACATCTTAGCCTAC
	45.00
	49.7
	20
	248
	(TTTA)5
	OM222690

	
	
	
	R:CTTCAGCTAAAGGTGAGTT
	42.11
	51.2
	19
	
	
	

	40
	
	D20
(SSR 35)
	F:TGTTGGTAACTTACTGCT
	38.89
	49.6
	18
	249
	(TTTA)5
	OM222692

	
	
	
	R:TCTTCAGCTAAAGGTGAGT
	42.11
	52.1
	19
	
	
	

	41
	Growth associated gene loci
	SOMA1
	F:GTTTTAAGTAGACAGTGAG
	36.8
	53.5
	19
	152
	(TAT)12
	OP296982

	
	
	
	R:CAGAGTTTGCCTAAAGGAA
	42.1
	49
	19
	
	
	

	42
	
	SMS1A
	F:ATACCTCAAATTGCCGGTC
	47.4
	52.3
	19
	169
	(A)15TGAAGTTAAAAAATAAAGCACAATCAATAG(GATA)10
	OP296983

	
	
	
	R:GACCTGTCTCATGCTAAGC
	52.6
	48.8
	19
	
	
	

	43
	
	SSR1
	F:GCCCTCAGCTTATAGAGAAG
	50.0
	54.5
	20
	120
	(AC)16
	OP296984

	
	
	
	R:GATTGGAGATGACAGCAGG
	52.6
	52.3
	19
	
	
	

	44
	
	SSR3
	F:GTCTAATCTCACCCTCACA
	47.4
	49.6
	19
	236
	(GT)20GCTCGCCTTCTTTTGTCTTATTCTTTTGTGATCTTTCAGACACTGACCAGGCCGTTTCCACGGTGACAAGATGCCCTTCCTTTCACCTGTACTGAACTC(TG)13
	OP296985

	
	
	
	R:TGTGTGTTTGGTTAATCAG
	36.8
	50.8
	19
	
	
	

	45
	
	SSR5
	F:AAGCCAGAATTGTGAGACA
	42.1
	53.8
	19
	177
	(T)14ATTCAGTGTCAGAAACAAGCTTTAATATATTGTAATACTTCAGTGTTTGAAATG(TA)15
	OP296986

	
	
	
	R:CAGGGTCATTGTCAATGT
	44.4
	51.2
	18
	
	
	

	46
	
	PACA
	F:ACAGATAGATAGACAGACAG
	40.0
	47.7
	20
	114
	(AGAT)6
	OP296987

	
	
	
	R:GTTACTTTCGATTCCCCT
	44.4
	52.4
	18
	
	
	

	47
	
	PRL
	F:CCTGAATTTTGTCAGTAGA
	36.8
	48.3
	19
	155
	(AACAT)12
	OP320837

	
	
	
	R:TGAGGTACTAACTGTTCAT
	36.8
	55.8
	19
	
	
	

	48
	
	PRLR
	F:TGCAAGTCTAAAAGGGAC
	44.4
	49.0
	18
	207
	(ATGA)7
	OP320838

	
	
	
	R:CATTTGTGTTTTTCGCCC
	44.4
	47.0
	18
	
	
	

	49
	
	GHR
	F:ACACGTCTATGCCCACATA
	47.4
	52.8
	19
	206
	(TTTTC)5
	OP320839

	
	
	
	R:TCCATTCTGTCAGTGAAAG
	42.1
	49.8
	19
	
	
	

	50
	
	GHR
	F:GCTTTCCATTCTGTCAGTG
	47.4
	50.7
	19
	209
	(AAAAG)5
	OP320840

	
	
	
	R:AACAAACACGTCTATGC
	41.2
	53.3
	18
	
	
	

	51
	
	GHSR
	F:GTGGAAACACTTGAAGAAC
	42.1
	46.8
	19
	143
	(TTTG)7
	OP320841

	
	
	
	R:ACCCGATATCCAGCTAAATG
	45.0
	53.9
	20
	
	
	

	52
	
	GHITM
	F:ATCTGTGATTGTGGCTCCG
	52.6
	49.5
	19
	145
	(TG)13
	OP320842

	
	
	
	R:GAACGTGATGTGTGGCGA
	55.6
	51.1
	18
	
	
	

	53
	
	GRT1A
	F:GATATTGAAGTGTTGCCTTG
	40.0
	48.8
	20
	261
	(A)14GGTTAATTCTGTTCACCCAAAAATGAAAATTCAAAATAT(CA)6AACAGTAAAGATCATAGCATGCCTCCATTATATAATATTTTCTGGGTATTACTGTTCAAAGGGTTGGGGTCAGTC(T)15
	OP320843

	
	
	
	R:TTGCTGATTTGGTATTGCC
	42.1
	50.9
	19
	
	
	

	54
	
	PIT1
	F:AGTGATGCGTACAGAAGAG
	47.4
	51.1
	19
	148
	(AAC)8
	OP320844

	
	
	
	R:GCAAAAAGGTGAAGGCAA
	44.4
	53.7
	18
	
	
	

	55
	
	GDF8
	F:CCTCATGAATGCAGGCA
	52.9
	49.7
	17
	192
	(TAA)5CAACGATCGATCAATATAGCATTAC(TAT)7
	OP320845

	
	
	
	R:ACAATACACGTCTACAGTG
	42.1
	54.2
	19
	
	
	

	56
	
	INS
	F:CTAAAATATGGCCGAAAGC
	42.1
	57.1
	19
	116
	(ATCT)11
	OP320846

	
	
	
	R:GACGGATAGATAGATAGAC
	42.1
	55.4
	19
	
	
	

	57
	
	INSR
	F:GTAGTTCAGATTGTTGTGTC
	40.0
	52.8
	20
	175
	(AT)25ACATATAT(ATATA)5(TAATA)6
	OP320847

	
	
	
	R:ACGTTCAACTGCTCAGC
	52.9
	49.3
	17
	
	
	

	58
	
	IGF2
	F:ATGAACTATCACTTGGCTG
	42.1
	53.7
	19
	154
	(TAT)9
	OP320848

	
	
	
	R:GGCTTCAGTAGCTTTAATAC
	40.0
	54.6
	20
	
	
	

	59
	
	IRS1A
	F:ATGTTGAGAAGGGGCCAAC
	52.6
	51.1
	19
	178
	(C)11TTTTCTGCATGTAATAAATGATCCTTTTGTTCGTGGCTTTCCTCCCTGGCTGCCGTGTA(TG)7
	OP320849

	
	
	
	R:CTGGAGCTGAAACACACAC
	52.6
	52.2
	19
	
	
	

	60
	
	IGF1R
	F:CTGTCTATCTGTCTTGTCT
	42.1
	53.9
	19
	146
	(TATC)8
	OP320850

	
	
	
	R:GACACAGGGTCCAAATTATC
	45.0
	54.8
	20
	
	
	

	61
	
	IF2B1
	F:ATTGTGTATTAGCCACCAG
	42.1
	55.7
	19
	161
	(AATA)12
	OP320851

	
	
	
	R:GGATTTCCCTCAAATGATG
	42.1
	51.0
	19
	
	
	

	62
	
	IBP2B
	F:TATGCTAGTCTTTAGCGAC
	42.1
	52.9
	19
	118
	(AATA)5
	OP320852

	
	
	
	R:ATTATCACAGTCTGGGCAG
	47.4
	57.8
	19
	
	
	

	63
	
	IF2B2
	F:TTACATCAGTCTGAATGG
	38.9
	54.0
	18
	134
	(TTA)5
	OP320853

	
	
	
	R:CCATTCAGAGATACCCAAT
	42.1
	55.0
	19
	
	
	

	64
	
	IRS1
	F:TGGAGCAAGAATTGGAATG
	42.1
	51.1
	19
	119
	(TG)6TACGTGTGC(GT)6
	OP320854

	
	
	
	R:TCCACACCAGTAGCTGATA
	47.4
	57.7
	19
	
	
	

	65
	
	THAA
	F:CGATGAAACTGCAGTTTGA
	42.1
	53.8
	19
	142
	(A)10

	OP320855

	
	
	
	R:TGAACAAATGGAAGGTGAG
	42.1
	53.9
	19
	
	
	

	66
	
	MYOD1
	F:GAAACTCACTTCTGCTGAT
	42.1
	51.8
	19
	154
	(AAAG)10
	OP320856

	
	
	
	R:ATTTCGATCCACTGCTGGA
	47.4
	55.9
	19
	
	
	

	67
	
	THB
	F:ATCTGGTTGGGTTCTTCTG
	47.4
	51.8
	19
	167
	(T)12

	OP320857

	
	
	
	R:CCTTAGTGTGCGTTTCATC
	47.4
	49.8
	19
	
	
	

	68
	
	THIB
	F:CATGGGCAATGGAAAACTAT
	40.0
	52.8
	20
	118
	(CT)6

	OP320858

	
	
	
	R:ACTCACTCTCTGCATGGCA
	52.6
	53.8
	19
	
	
	

	69
	
	TIP39
	F:CTTTGTCTGCATCAACCTTG
	45.0
	55.3
	20
	117
	(AAGA)5
	OP320859

	
	
	
	R:AGTACTGTTGACAGAATCC
	42.1
	51.5
	19
	
	
	

	70
	
	PTHY
	F:GGAAGCCTGTCATTTATGC
	47.4
	55.8
	19
	150
	(AAACA)6
	OP320860

	
	
	
	R:CTGGAAGTCAGGTTTATTC
	42.1
	53.3
	19
	
	
	

	71
	
	SLC7A11
	F:AGACCATTTTGACCCAGA
	44.4
	52.8
	18
	110
	(T)11
	OP320861

	
	
	
	R:TGTGTGCTTTAATAGTCATG
	35.0
	51.6
	20
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	MYH1
	F:TGCTCCTCAGTGGTACAATA
	45.0
	52.0
	20
	127
	(TAT)6
	OP320862

	
	
	
	R:GCATTGCAACAATCCAGCAT
	45.0
	49.7
	20
	
	
	

	73
	
	MYH2
	F:GTGCTCCTCAGTGGTACA
	55.6
	52.9
	18
	132
	(TAT)6
	OP320863

	
	
	
	R:CATTGCAACAATCCAGCA
	44.4
	51.7
	18
	
	
	

	74
	
	CRIM1
	F:GTTTTTACCCCAAAGGGTG
	47.4
	54.4
	19
	123
	(AT)10TTTTTTGCAC(T)12
	OP320864

	
	
	
	R:GACAAACCCATTGCTACAG
	47.4
	51.8
	19
	
	
	

	75
	
	VGFAA
	F:GTCTGCAGTGTTGCTACTC
	52.6
	53.4
	19
	109
	(TATT)5
	OP320865

	
	
	
	R:ATCCTGTTTCTTGCAAACC
	42.1
	49.4
	19
	
	
	

	76
	
	PRV7
	F:GCAGCTCTTTTCTTTATAGG
	40.0
	51.7
	20
	169
	(T)15AACCTTTTAAAAACCTTCCCAAATTGGTATTATAGTGTTTAAATTGGTATAATTGGTATA(AT)7
	OP320866

	
	
	
	R:CAATGTTGCCAATTCAGGTA
	40.0
	53.3
	20
	
	
	

	77
	Sex-traits associated gene loci
	DMRT1

	F: CACCTTGAGGAATCTGT
	47.06
	50.7
	17
	157
	(A)14G(A)13GAAAAAAATTAAAATAAGAGGTATCATTAAAAAAATTGCATGTTA(T)12
	OP750460

	
	
	
	R: GACCTGTGGGCTATGTA
	52.94
	52.4
	17
	
	
	

	78
	
	DMRT2
	F: GCCACCAAATAACATGGC
	45.7
	49.3
	18
	208
	(GATA)14
	OQ076735

	
	
	
	R: GTGCAGAACAACTGAAT
	48.9
	53.0
	17
	
	
	

	79
	
	DMRTB1

	F: GATAGGTAGATAACGTTGC
	55.70
	49.1
	19
	131
	(TATC)5
	 OQ076736

	
	
	
	R: TACAAGCAGTGGTGCTC
	53.20
	51.0
	17
	
	
	

	80
	
	DMRTA2
	F: CCGGATTGTTCAAAATACG
	51.0
	49.9
	19
	201
	(ATG)5
	OQ076737

	
	
	
	R: GAACTGCTTGTAGGCTA
	47.06
	48.9
	17
	
	
	

	81
	
	DMRT3A
	F: CTGTTTTGGGTGAACTATTC
	40.0
	51.4
	20
	105
	(TAA)7
	OQ076738

	
	
	
	R: GCAAATTTATTGTGCAGCG
	42.11
	54.0
	19
	
	
	

	82
	
	GNRH2A
	F: CTAAACAGAAATACTGCCG
	42.11
	48.0
	19
	226
	(AT)13(AG)16

	OQ076739

	
	
	
	R: CAGGTATCAACTTCATGA
	38.89
	52.2
	18
	
	
	

	83
	
	GNRH2R-V1
	F: GCTCGAGCTCATAACATG
	50.0
	51.9
	18
	147
	(TAA)5
	OQ076740

	
	
	
	R: CATCACGAACAAAGAAGCAG
	45.0
	54.0
	20
	
	
	

	84
	
	GNRH2R-V2
	F: GGACGCTAACTTACCTAAC
	47.37
	52
	19
	140
	(A)10TGATCGGCAC(A)14
	OQ076741

	
	
	
	R: CGTTAACCCAGAAGCAGTA
	47.37
	53.4
	19
	
	
	

	85
	
	CGBB
	F: GGATATGACTGTAATTCAGTGC
	40.91
	55.2
	22
	163
	(T)19CCCAACTGCTTACATTTTCAAAGCTTTACA(T)13
	 OQ076742

	
	
	
	R: CACAAAGGATGTGAGGC
	52.94
	53.0
	17
	
	
	

	86
	
	BRD3 –V1
	F: GCCTACTGTGAGCAATGT
	50.0
	53.4
	18
	155
	(T)11G(GT)7
	 OQ076743

	
	
	
	R: CTCTGTCTGATCAATTCG
	44.44
	49.6
	18
	
	
	

	87
	
	BRD3 –V2
	F: CACCTAGGCTAGTCAGTC
	55.56
	52.8
	18
	148
	(A)18GTCAGCTATGCCATGCACAGATTCCATATTGTGCAAGACTCTGTATTATAAACTGAAAAG(A)16
	OQ123712

	
	
	
	R: CATACTTCACTGTGGTGATG
	45.0
	52.3
	20
	
	
	

	88
	
	FSHR
	F: GAGGCCAATTCTGAAAACAG
	45.0
	54.10
	20
	100
	(TAT)5tg(TTA)5
	OQ123713

	
	
	
	R: GAAGTGGCAACTCAGTTAG
	47.37
	52.6
	19
	
	
	

	89
	
	NSMF
	F: GCTGTTCTTTTCAACTTGC
	42.11
	52.3
	19
	144
	(TAA)5
	OQ123714

	
	
	
	R: CATTATGTCTTCAGTGGCAC
	45.0
	52.9
	20
	
	
	

	90
	
	LHCGR
	F: GACCAGTGAAAGAAAAC
	41.18
	48.5
	17
	188
	(TATC)5
	OQ123715

	
	
	
	R: GATGCGGTTAATTGCGAT
	44.44
	52.6
	18
	
	
	

	91
	
	VTG
	F: GTGAGCCTCATTCTCAT
	47.06
	50.3
	17
	180
	(A)16TATTAATAATAA(AT)19TTTA(T)12
	OQ123716

	
	
	
	R: GGTTATCTGCAGCCTAAC
	50.0
	51.8
	18
	
	
	

	92
	
	VTG1-V1
	F: GACAATACAGGGTAACCTAG
	45.0
	51.3
	20
	148
	(TTAT)5
	OQ123717

	
	
	
	R: ACTGTTAGTGGAATGTCG
	44.44
	51.2
	18
	
	
	

	93
	
	VTG1-V2
	F: ATTGACCTCTGTGACAC
	47.06
	50.8
	17
	173
	(TG)10
	OQ123718

	
	
	
	R: CAGCTTTGATTGGAGCA
	47.06
	51.8
	17
	
	
	

	94
	
	VLDLR
	F: GAGATGCACAGACTCAGAG
	52.63
	53.9
	19
	139
	(CT)6CACTCTTTCTTTCACTTTCTATCTCCCTCTCACAT(AC)6
	OQ123719

	
	
	
	R: GGCTTGAACTGTTGATAAC
	42.11
	51.0
	19
	
	
	

	95
	
	SOX19B
	F: GAATGAGCACGGCATCT
	52.94
	54.1
	17
	136
	(ATT)9
	OQ123728

	
	
	
	R: CCGTTAATCTCGTTTCCGGC
	55.0
	59.0
	20
	
	
	

	96
	
	SOX19A
	F: CATTCAGCAGCAGCATGGAT
	50.0
	56.5
	20
	210
	(TTG)6TTTTAAATCAGGAATCTG(A)11
	 OQ123729

	
	
	
	R: CTGCCCCTTTAAAAACTTG
	42.11
	51.9
	19
	
	
	

	97
	
	SOX7
	F: CGTGCAATAAAGTCAAACTC
	40.0
	51.8
	20
	156
	(TTCT)18
	OQ298846

	
	
	
	R: GTCACACTGCCCACAAAT
	50.0
	55.0
	18
	
	
	

	98
	
	SOX9B
	F: CCCTGAAATTTTAGATGGTG
	40.0
	51.1
	20
	102
	(GATA)10
	OQ298845

	
	
	
	R: CTCTCTAGATTGGGATATGTC
	42.86
	53.4
	21
	
	
	

	99
	
	QSOX2
	F: CTCCTTTCATGCTTCACA
	44.44
	51.8
	18
	111
	(TCTT)11
	OQ298844

	
	
	
	R: GATTAAAAAGACGGGAAG
	38.89
	48.6
	18
	
	
	

	100
	
	SOX9
	F: CAAGTCTGGTCCTAACCA
	50.0
	53.50
	18
	164
	(TATC)5
	OQ298843

	
	
	
	R: CCTCTGAGACCTGTGTG
	58.82
	54.20
	17
	
	
	

	101
	
	SOX21A
	F: GTGCAAAGAGTTGAATC
	41.18
	48.20
	17
	152
	(AT)6AC(AT)11
	OQ298842

	
	
	
	R: GCATTGTACCGTCTGTG
	52.94
	52.70
	17
	
	
	

	102
	
	SOX6
	F: CAACACGTCCGGACTTG
	58.82
	56.50
	17
	128
	(TTTTG)5
	OQ298841

	
	
	
	R: CTGACCGAACTGAACTTG
	50.0
	53.30
	18
	
	
	

	103
	
	SOX3
	F: TTGGCTTCATCAAATGGT
	38.89
	51.50
	18
	130
	(TAT)6
	OQ298840

	
	
	
	R: AGAGCTTTAATTCCCAC
	41.18
	48.3
	17
	
	
	

	104
	
	SOX10
	F: AGCAGGCAGATGTAGCA
	52.94
	54.1
	17
	104
	(TG)7
	OQ298839

	
	
	
	R: TCTGATGGCCACACCAAAT
	47.37
	56.2
	19
	
	
	

	105
	
	ESR1
	F: GATCAAAGCAAGGCCCT
	52.94
	54.5
	17
	157
	(GCC)6GC(TGT)5
	OQ298838

	
	
	
	R: AGGTACGAGCACTCCAAC
	55.56
	56.1
	18
	
	
	

	106
	
	ESR2
	F: ACAGTCATCGTGCTTGGT
	50.0
	55.6
	18
	126
	(AAT)11
	OQ298837


	
	
	
	R: CACCTCCCTGTGCTTTGAAT
	50.0
	57.2
	20
	
	
	


									
