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Primer Sequences of Screening all Exons of the Type 1 Ryanodine Receptor.
	
	
	
	

	Exon
	Forward
	Reverse
	PCR product (bp)

	1
	CTGTTCCCCGACCTCAGAC
	CGGACAGGGACATTCAGAGA
	305

	2
	TGTGGTCTGCAGTATTTGTGG
	CCAGAACCCTCTTCTTTGGAC
	269

	3
	CCAGACTAGGGGAGGGAGTG
	CACCGTGCCCTAAACGAC
	280

	4,5
	CTGTGACTAGGCCAGACCTCTT
	CAGACCTTCTACCCCCTGAATC
	387

	6
	GGGAAGAGCATTCTGGGAAG
	CAAACCCATGGTGAGAAGATG
	250

	7
	ACCCTTGATTTCTGGCCTCT
	GTATGCCTGAAGGGCAACAT
	250

	8,9
	CTGACTTCATCTTGGCTCCTG
	CCCTCAAGACCTTTTCTGTCC
	452

	10
	GTAATGTCCATGGGAGAACTGG
	CCTCCTCTGCCTGTGTGTTTAG
	328

	11
	CCTGCTAAACACACAGGCAGA
	GCTGGAGTACAGTGGCATGAT
	320

	12
	GGCAAGTGCAGAACTCAAGTC
	TGAAAGAGGCCAAGTGTATGG
	293

	13
	AGTGACGTTGCGGCAGTTA
	CAGACCCTACTTCCCCAGGT
	372

	14,15
	GCCTGGGTCTCCTATTGTGA
	GCCCAGAATGAGAGGTGAAG
	431

	16
	GCCTCGTCTGGTAGGAGAAC
	GGAAGTGAGGGAGTGAGCAG
	306

	17
	CCTCCCAGGGTTCTTCTGTAG
	AGTCAGGGAGAGGGTTGAGAG
	262

	18
	CTCTCTGCCTCTCCGTCATC
	GACTTAGAAATGCTGGGGTCAA
	350

	19
	CTCCACAGGAGCCTCCAATA
	GGGAAGCTGTCTCAGGTCAG
	352

	20
	CATTGATCCCAGGACTGCTT
	GCCCCCTCTCTGACTCCTAA
	374

	21,22
	CTTGGGGTCTCAAGAACGTC
	GTCCCCTCCATCCTTCTCTC 
	574

	23
	GGTAGAGGGAGCTGGAGACC
	AGCCCTTAGCACAGCATCC
	244

	24
	TATAGTGCAGAGCCCGGAAG
	GGGCTGAGTCAGGTCAGAGA
	459

	25
	ATGTCTTGGGATCCACATCTTC
	ACAGAGTGAGGCACAGACAGAG
	355

	26,27
	CCCCACACCATGTCTTCTCT
	GAGCTTTGGAGGCAGATGAG 
	628

	28
	GTGTGACCAGGTGTAGGACCA
	TACAATGGGGGTTTCTCAGGT
	561

	29
	GAAGCAGGGTGTATCCAAGC
	GGGAGTCCCCAGTGTAAGGT
	349

	30
	CGAGTCCCTGACTTCCAGAC
	TTCCTAGGTCCCACAACCAG
	316

	31
	TGGGACTCTGAGGTTGTGTG
	TAAGAGCTGTCCTGGGATGC
	326

	32,33
	CCCAGAGTTTGAGGTCCAGA
	ACTGAGTGGGACCCAGACC
	638

	34A
	ATTCATCTGTCCCTGTCTGTTTC
	CATTTTCTGTGCTCCTTCCAG
	370

	34B
	CGCTCCATGCTCTCTGAATAC
	GGGTGGTTGGATGCATAAATA
	473

	35
	ATGATTGGCATGTGCATGAG
	AGGACGAAGTCCAGACTCACA
	356

	36
	CCTGATGGTCTCACCTCCAT
	GTCAAGCACGGGTTTAGAGG
	355

	37
	TGGGATCTCAGACCCTCATT
	CCGATACTGTAGAGGGTTGTCA
	254

	38
	GCATGCACATATGCACAAATAA
	ATCTGTCCTCATGCCCTCTTT
	332

	39
	TAACTGGGAAAACTTCTGGAACA
	CAAGGGGATATGCAAAGTAAGG
	427

	40,41
	CTGTCACAGTGGTGGCTATGG
	GTGCCAGGAGTGGGTTCTG
	450

	42
	GAGGGCTTCCCAGAGGAG
	GCCCGATTTCCTCCCTTAG
	208

	43
	ATCAGAGCTGAACCGGACTG
	AGGTGTGTGACCAGTGACTCC
	310

	44,45
	TGTTACCCCTGGAGGTGTTG
	TAGTCCAGGACCACCCACATA
	590

	46,47
	TGCCCCTCTCCCTCCCTCTACT
	CTCCTGTCCCTCTGTGGAAGT
	468

	48
	TTTGGGGGAGTCATCAGAAG
	GGGACAATGCACAAGATGTAGA
	480

	49
	CTGGACGGGGGATTCTACAT
	GCAGTAGGAGGGAAGAGCAA 
	200

	50
	AACCCACACCTCCTTCATAATTT
	AATTGAGGGATTTCACTCTGGA
	345

	51,52
	ATTGCAGTGTGTGAGTTTGAGG
	AGGGTTTCTTGGATAGGAGGAC
	450

	53
	ATTCTCTGTCCTCGGCTCCT
	GGGTTTCATTTTGACCCTCA
	243

	54
	TTCCTCCACCCCTCTCTCAT
	TCTCCATCCCTTCCCTGTCT
	287

	55,56
	CTTCCTGCTAGCCCATCAGC
	AGGGGCATGAAGGCAATC
	370

	57
	CACTGCAGGAACCACTTCAG
	CTTTGCCGGGTGTGTTCT
	253

	58
	AAGGGTGGGAAACTGTAGGG
	CGGATTGAGTGCATGAACAG 
	274

	59,60
	CCCATCATTTCCCAACTCTG
	GACGGTCAGTACCCAACACC
	489

	61
	GCTGTTTCTCCTGCCTTCTG
	AGGCAGAACCTGGGAGCTAT
	169

	62,63
	AGGCACTGTCCTCTGTCCTCT
	ATTCAAACACCCAGGGACTCT
	564

	64
	TGGGCCTATTTGAGACAAGG
	CGTGTGCGGGAAAATTCTTA
	284

	65
	ACACGTGGCAGCTAAACACA
	GAGATTTGGACTCCCAGCAC
	208

	66
	ACTGAGGTCTGGGGGTGAT
	CTCCCTTTCAGACCATCTGC
	464

	67
	GAGATGCTGTTTGGGAGTCG
	AGATCAGATGGGGCTGGAG
	401

	68,69
	CCCTCTGACTGGATGTCTCC
	CTCTCTGCCAAGTGCTCCTC
	433

	70
	TGGGTAACCCTTCTTGTCTC
	GAACAGAAGCAGGGGTTTTCT
	158

	71
	GAGTGCCTGGTGTCCAGACT
	TAAGGTCCCAGGGGTTCAGT
	350

	72
	CCACCCCAGAAAAACCTCTT
	GCCTGGTCTTTGGTAAATGC
	264

	73
	GGCGGACACTGTGGGAAG
	AGACCCCACCCACATCCT
	279

	74,75
	GTCTGGGGATGTGACTGTCC
	TGGCATTTCTATACCCCTTGA
	543

	76
	AGAAACCCTCTCCCCAAGTC
	TCCTGAGGCACAGGGAAG
	226

	77,78
	TGTTGGGATTACAGGCATGA 
	TGCTGAATGAATGGGAGATG
	424

	79
	TGAGAATGTGAGGGGGAAAG
	GAGCCAGGAGGAGTGAGGTT
	236

	80,81
	GTTTTCTGGTGGGTGGAACA
	GTGGCACCAAACACAGCTTA
	367

	82
	TGGTTTACTGTGGCTCTCCA
	GGAGGAATCCCAAAGGAAGA
	241

	83
	CGGTCTGTCTCCCTCTCTTTT
	CTCCACGTCCCAGATCCTC
	185

	84
	CATGTGTGCGCTGTGTCTT
	GAGAGTGGCCATCATTGACC
	258

	85,86
	AAATGACCCACTGTTCATCTCC
	AGAAGGGATCAGGGATCACG
	450

	87
	CGTGATCCCTGATCCCTTCT
	ACTCGGGTGACAAACTGACC
	263

	88
	AGGGGAGAAAACGGGTTTAG
	GCCATTCTCAGGCTTCTCTG
	253

	89
	GAAAGAGAGGCAAGCCTGGT
	AGCCAGCCAGAAGGGTATG
	336

	90
	AGAGAATTGAGGCTCTCCAGGT
	GTCTGAGGGTGCAGGAAGTG
	470

	91A
	CCAACAATGCATTTAGAACAGC
	CAGGCTGCGGTAGCTGAG
	435

	91B
	GAGACCGACGAGGACGAG
	GTCACCGTCACCTTCTTGG
	434

	91C
	GCTCTGGGCAGCAGTGAC
	CATCTTTCCAAAACCCCAAAAC
	472

	92
	TGAGAAGCGCTTAGGGTGAG
	TGACCTCTGGAGGCTCCTACT
	202

	93
	CCCAGTACCATCCAAACCTG
	AACAAGGTGAGCAGGAGAGG
	348

	94
	GGGAAGAGGCTGATCTGTGA
	CTTCAGTGGAGGAACCCTGA
	235

	95
	ATGGAGGCTCAATTTTGTGAGT
	CTCTGTCCCAACCACTTTGAG
	433

	96
	GTCATGGCTTCTGCTGAGACTA
	CCGGACCGAAACCCTAGTT
	303

	97
	GACAGCTCTGATCCCTCTGG 
	GGTCACACACCAAGCAAGTG
	199

	98,99
	CACCTCCCATTTCTCACTCAG
	CCAGGAGTCATTCTTTGGTCA
	496

	100
	GTACCCTCCAAGAGTGCTC
	GCCCTTATCCCTTCACCAC
	290

	101
	GTAGAGCCACAGGGACTGAAC
	ACTCCTTCAACAGATGCGAGA
	292

	102
	CAGGGCTGTCTCAGTCGTTAC
	GCGAGAGGTAGAGATGGGGTA
	378

	103,

104
	CTGGAGGTAGGTAGCTGGAGAG
	TAAGTACCCCACTGCTGGCTAT
	402

	105
	CAACATAGCAAGACTTCCTCTCTAC
	CCCAGCCCTAACCCTTGATA
	256

	106
	CAACAGAGCAACACCCTGTC
	GGGGCGTAGCACAGATTTATT
	328

	
	
	
	


