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	S. No.
	Primer
	 Primers Forward Sequence           
	Primers Reverse Sequence            

	1
	AA 840692
	TGGAAGTGATTACTGGAAACCATGC
	GGGGTTTAGTCATGGAATCTTTTGC

	2
	AA 840721
	 CACTTTGATACGTGAACACTTCC
	AGTTTGCACTGGTCCTGCTC

	3
	ASU-7
	GTGTCTTCCCTCCTTCACAGTGCTC
	TCTCTCTGTTTCTTATGTTTTGCGG 

	4
	BM 61910
	ATTGTGATAGCAACCCCTGG
	CACAGATGAGGGCACAAATG 

	5
	CA 515649
	TCTCCAATTTCCATTCGGAG
	T AATCGCATTTGCGAACTTG

	6
	CA 516044
	ATTTTCTTTTCATTTCCCCCTTT
	TGCTCAGCATTAACGACGTC

	7
	CA 847460
	ACGAGGCGCCCTCTCTC
	GAGTCCAAACTGAAGCTGCC

	8
	CAMS 024
	 TGTTGAGGCTTGGGAAAAAC
	CAAGATAATGGGTAGAAAGGCAAC

	9
	CAMS 040
	 TATAGCCTGTGGGTGCCTTC
	TGGGGTGAACAATAGCATGT

	10
	CAMS 051
	ACCCAGTTCCCTTTCTTGGT
	GAAGGTTAGCGGAATGAACG

	11
	CAMS 056
	CATTGTCCAGGCTGATGTTT
	AACTCAGGTACACGGGATAAAA

	12
	CAMS 070
	 CCCTGAACTTGTCCTCCAAA
	GGGTATGGGGTGTAGGTGTG

	13
	CAMS 072
	 CCCGCGAAATCAAGGTAAT
	AAAGCTATTGCTACTGGGTTCG

	14
	CAMS 075
	ACTAATTACACATTCTGCATTTTCTC
	AGGCTCGAGTACCACGAAGA

	15
	CAMS 081
	GTTGGGGGAGAGTTGGGTAT   
	TGGGGTGAACACTAGCATGT

	16
	CAMS 090
	TCGCTCAAAGCACAT CAAAG
	CTTGATTGTTCTTCCACTGCTG

	17
	CAMS 156
	CCCTATGCTTTCACAACTCCT
	GACGTGGTTATGACGAT AGGC

	18
	CAMS 117
	 TTGTGGAGGAAACAAGCAAA
	CCTCAGCCCAGGAGACATAA

	19
	CAMS 173
	CAACCGCCAGTAGACAGGTT
	GTGCGTGTGCGTGTGT GTAT

	20
	CAMS 201
	GGTTATTGGTTTGGTTCATTTTT
	TTGGACTAAATGTTGATACGAGAAA

	21
	CAMS 330
	GGCTACCGCCTTCTGACTTA
	TTCGTATCTGGGGT GTCAAA

	22
	CAMS 340
	TTTATGCCCATTCACAAAATAA
	GGACGAATTCACCGAGTGC

	23
	CAMS 373
	GGTTGATGGTCCATGTTCAA
	CCTCCTACCCTATCCCCAAG

	24
	CAMS 454
	GAGCCTCTTAATGTATCTGAAAACA
	AATTTTGGTGAATCGCACCT

	25
	CAMS 460
	CCTTTCACTTCAGCCCACAT
	ACCATCCGCTAAGACGAGAA

	26
	CAMS 492
	GTTCAAACACTTCCCCCTCA
	TGTCATCGTTGGTCGTTACC

	27
	CAMS 684
	CAGGGTGAGCCAAACCATAG
	TCAAGACTACTAGGTCGTGGAATG

	28
	CAMS 826
	CTTGATCTCAAGAACCAGCTACAA
	TGTACATTGAAGACACGGAAGAA

	29
	CAMS 855
	AAGTGTCAAGGAAGGGGACA  
	CCTAACCACCCCCAAAAGTT

	30
	CAMS 885
	 AACGAAAAACAAACCCAATCA
	TTGAAATTGCTGAAACTCTGAA

	31
	CAN 010950
	GATTTTGGTGGCAGAAGAATTGG
	TGCACTTTCGAAGCAAACAAACC

	32
	GPMS 93
	ATCCTTGGCGTATTTTGCAC
	TTCACTTTGCACACAGGCTT

	33
	GPMS 101
	CCTATCACCCTCTTTGAGCC
	TAAAGACCAGCCCTGGATGA

	34
	GPMS 117
	GATGTTAGGTCCGTGCTTCG
	AAGCCCCATGGAAGTTATCC

	35
	GPMS 169
	TCGAACAAATGGGTCATGTG
	GATGAGGGTCCTGTGCTACC

	36
	GPMS 183
	GAGCTTCATAGATGATATGCAAGAG
	TCCCAAGCTAACCCATTTACTG

	37
	GPMS 187
	TTTAGAATCCTCACCACGGG
	T CAAT GCACAAACTTTAATTTGC

	38
	HPMSAI2-14
	TTTAGGGTTTCCAACTCTTCTTCC
	CT AACCCCACCAAGCAAAACAC

	39
	HPMS CaSIg 19
	 CATGAATTTCGTCTTGAAGTCCC
	AAGGGTGTATCGTACGCAGCCTTA

	40
	HPMS 1-3
	TGGGAAAT AGGAT GCGCTAAACC
	AACTTT AAGACTCAAAATCCATAACC

	41
	HPMS 1-41
	GGGTATCATCCGTTGAAAGTTAGG
	CAAGAGGTATCACAACATGAGAGG

	42
	HPMS 2-21
	TTTTTCAATTGATGCATGACCATA
	CATGTCATTTTGTCATTGATTTGG

	43
	HPMS 2-23
	CCCT CGGCT CAGGATAAATACC
	CCCCAGACT CCCACTTTGTG

	44
	HPMS 2-24
	TCGTATTGGCTTGTGATTTACCG
	TTGAATCGAATACCCGCAGGAG

	45
	HPMS 1-69
	CGGTGGCATGTAGTTTCTGGAG
	AAGACATGAAATCCACAAGTTTTC

	46
	HPMS 1-274
	TCCCAGACCCCTCGTGATAG
	TCCTGCTCCTTCCACAACTG

	47
	HPMS E-004
	TGGGAAGAGAAATTGTGAAAGCA                     
	CAATGCCAACAATGGCATCCTA    

	48
	HPMS E-005
	TGCCTCAGTTTCCCAACCCT                                    
	ACCAACACCGTAACGCACCC       

	49
	HPMS E-007
	CCCCATTTCCCCTTCCCATA                                     
	GAGGGGTCATGTTGAAGGCAA   

	50
	HPMS E-013
	GCGCCAAGTGAGTTGAATTGAT                               
	CACCAATCCGCTTGCTGTTGTA

	51
	HPMS E-015
	TTGTGAGGGTTTGACACTGGGA                              
	CCGAGCTCGATGAGGATGAACT

	52
	HPMS E-031
	CCCTAAATCAACCCCAAATTCAA  
	CCCCCATTACCTGACTGCAAAA

	53
	HPMS E-046
	TCCTCAAGATTGTTGTCATCATCA                       
	AAAGGCATTTTCATTTTCGACTTT   

	54
	HPMS E-061
	CCCAAGAAAGAAGTTGGGAATGG                           
	TTCGACGAGCTTGGAAGGTGAT   

	55
	HPMS E-070
	CACTCGTTATATTTTTCTGTCTCG                            
	GTGAATATATCCGACCCTGTTT        

	56
	HPMS E-075
	GCGGCTCAGCAGAAAGAGAGAG
	TGCCACAGCTGGAGAACGTAAA

	57
	HPMS E-084
	GCCAGAAGATCCATACTCTCATCA                          
	GGAATGAGCAAAAACAAGAGTCC    

	58
	HPMS E-116
	CATCTCTCCGTTGAATCTATTTCC                                   
	ACGGTCATCCATTAGAACCGTA   

	59
	HPMS E-128
	TGGATCCCAAAAGACTCAGAACA                                     
	TATTTCCCTCAGTCGAGGTCGT  

	60
	HPMS E-134
	TCCTGCGATTACTCCTCCTTCG                                    
	CGAATTCATAACAACCGAAGCAAA



