Table S3 The forward and reverse primers for qPCR array.
	Genes (mouse)
	Forward sequence
	Reverse sequence

	ACTG1
	TATTAACCAACAGCAGACTT
	TTAGACTGGCAAGAAGGA

	ADCY3
	TGTCTACGCTTCCTCAAT
	TATAGGTGCTGCCAATAGT

	ADCY5
	CATCAATGAGCACTCCTTC
	AATGACTCCAGCCACTAC

	ADCY6
	GAAACACATCAATGAACACTCTT
	AATGACGCCTGCTACAAC

	ADRB1
	CTATTATGTTATTGAGTTGATGGT
	ACACAAGAAGAGATAGAATATACA

	AGT
	ACGCTCTCTGGATTTATC
	AGTGGCAAGTTCATCTTC

	ATP2A2
	TACAGCACAGACACTAACTT
	CTCCTTCACCAGCCAATA

	CACNA1D
	TCATCTACGCTGTCATAG
	GTCTGGAAGTTGTTGTTC

	CACNA2D1
	GCCGTGAATAACATTACAG
	CTCCATCCGTGAATAACA

	CACNB1
	AACAGGTTAGAAGATAGCA
	TACAGACAGACAGACAGA

	CACNB2
	GCTTGACTTGAGGCTTGAT
	TGTGGACTGTATGGAGTAGAA

	CACNB4
	CAGCACAGCCATCTCCTT
	AGTCTTCCTATCCACCAATCATT

	CACNG1
	TGAAGCGTATGATTGACA
	AGGAAGAGCAAGATGAAC

	CACNG2
	AACCGACTATTGGCTGTA
	ATAACTTCCTCGTTCTTCTTG

	CACNG3
	CACGGACTACTGGCTATA
	GGTCATTACTTCTTCATTCTTC

	CACNG8
	AGTCATTGAAACGCTGGAAT
	CCGATGGTGGTCAGTAGTA

	DAG1
	ACACCTTCTATGACAATGA
	CTACTAACTGCTGCTCTC

	DES
	CGTGACAACCTGATAGAC
	TTCTCTGCTTCTTCTCTTAG

	ITGA11
	ACACTTCCTCATCAATATCC
	GGCATCTTCTCCATACTG

	ITGA3
	CTGGAGTTACTGCTGATG
	AGAGGTAAGGAGTAGTTCAT

	ITGA5
	GTTCACTGTTCCTCATCT
	GAGTTGTTCAGGTTCTTG

	ITGA6
	AATAACATCGGAACCATT
	GCTAAGAGTAGTCACAAG

	ITGA9
	TGAAGCGATTATGAACAGA
	GTGATGGATGGATGAGAG

	ITGAV
	CCTGAGACTGAAGAAGAC
	CCTTGCTGAATGAACTTG

	ITGB6
	CTTCTGTCTCCTGCTCTC
	ATTGATGTTGTGAATGATGGT

	ITGB7
	GGTGGATTCATCAACTGT
	ATGTAATCTTGGTATCTAACTCA

	ITGB8
	TCATCATATTCATAGTCACATTCT
	TTCTCGTCGGTAGGTTAC

	LAMA2
	AGTATCAAGAATGGAGTGGAAT
	CGTAGGCAATCTGGAACA

	LMNA
	CTCTCATCAACTCCACTG
	CTCATTGTCCTCAACCAT

	MYBPC3
	AGAGAAGGAAGATGAAGGT
	CTTGACTGTGAGGTTGAC

	MYH6
	ATGGACCTGGAGAATGAC
	TTACTGTTCTGCTGACTGA

	MYL2
	CCAGGTCCAATTAACTTC
	CTTGAATGCGTTGAGAAT

	MYL3
	GCTTACCTACCTGTGCTT
	GAAGGAAGGAAGGAAGGAA

	PLN
	GTTCTTCAGTTCTCCACAA
	CATCATCATCGTCGTCAT

	PRKACB
	TTGAGACACTGCCACATT
	AAGAGAAGGAAGAGGTTAGC

	RYR2
	ACAGCCTATCATCAACAA
	TCCTCAGACACTACCATA

	SGCB
	TATTCTTCGGTGGCAATCTT
	TAGTGGTCTCCTCTTCATCA

	SGCD
	GCCACTCACCTAACTTCTATT
	TTACTTCTACTTCAACGCTCTT

	SGCG
	ATCTCGCTCTCACTATCT
	GAAGTCCATCTGCTGTAA

	SLC8A3
	GCCACAGTAACCATCTTG
	AACCTTGACTTCCATAACAC

	TGFB1
	CGCAACAACGCCATCTAT
	TGCTTCCCGAATGTCTGA

	TGFB3
	CTGCGGTGAATCGGCTTCTATT
	GCTTCTGTCCCTTGCTTCTCTTT

	TNNC1
	GAGACCATTACGGAAGAT
	CTCGTCATAGTCAATTCG

	TNNI3
	ACCCTGTTATCGCTTATC
	ACTGAGGACACTGAGATA

	TNNT2
	AATGAAGACCAACTGAGA
	TATTTCTGCTGCTTGAAC

	TPM1
	AAGACTGATGTTGGAGAC
	ATTAGTGTTGGACAGAAGT

	TTN
	AGAAGAAGGATAGTGGAGAAT
	GTGAATGAAGGAGGTATAATAAGA

	MYH7
	AGACATAGAGACCTACCT
	GGAGATGAACGCATAATC

	SGCA
	GCAGACAGATGGTGTAGG
	GCAGAAGCAGCAGGTATT

	TGFB2
	TATTGATGGCACCTCTAC
	ACAACATTAGCAGGAGAT

	TPM3
	TGTCTGAGTGCTGCTGAA
	GTCTCTGCCTCCTTGAGTT

	GAPDH
	AGTGGCAAAGTGGAGATT
	GTGGAGTCATACTGGAACA

	18S
	ACAGGATTGACAGATTGA
	TATCGGAATTAACCAGACA

	ADCY1
	GTTCACGCAGACACGATG
	GGCACTGGTTGACTATGTA

	ADCY2
	AACGGCAGCAGGAACGACTTCT
	CGCTTGCAAGGCGGGTGAAG

	CACNG4
	CCCATCCTCAGCACCATTCT
	CCCGTGTTGCTGGAAATGTA

	GNAS
	GATCGCAGGTCCGGGCTCAGCAGTGG
	AGCGGAGCGGTGGTGGGCGTTAAGGAAGCT

	IGF1
	CAGGCTAGGCTCCAGCATTCGG
	CAGATCACAGCTCCGGAAGC

	HPRT1
	CTCTGGTAGATTGTCGCTTAT
	CTTAGATGCTGTTACTGATAGGA

	ATP2A1
	ACACAGACCCTGTCCCTGAC
	TGCAGTGGAGTCTTGTCCTG

	CACNA2D2
	TCCAAGCCAACCTCAGCGACC
	AACGTGTCCTTCAGACTCAAAGC

	ITGA7
	CACCTTTCTGGAGGAGTA
	ATCTCTGAGCAACAAGTTC

	ITGB1
	ATGCCAAATCTTGCGGAGAAT
	TTTGCTGCGATTGGTGACATT

	SLC8A2
	CATTACGAGGATGCTTGT
	CCTTCTTCTCATACTCTTCAT

	TNF
	CTTCCTACCTTCAGACCTT
	GCCTTCCAAATAAATACATTCAT

	ACTB
	ATCTTCCGCCTTAATACT
	GCCTTCATACATCAAGTT

	ACTC1
	GCCTTACCCCATGCCATCAT
	AGGGCGACGTAACACAGTTT

	ADCY7
	TGGGTCTGGACATCTGCGA
	CACATCATACTGCCACTTACGG

	ADCY8
	CGAGTCCAACCCAACCCATT
	GCTTCTGCCTTTGCCTGTTG

	ADCY9
	CCCAAAGTGCACGGACAATG
	ATCAGATCCCAGGGAAGCCT

	ATP2A3
	GCCACCTCTGCCTCTCATTT
	CCCGAGAACACCATCCATGT

	CACNA1C
	CGAGGATGTACGTTCCAGAGG
	GCAGCTGCATTGGCATTCAT

	CACNA1F
	GGCCATCTTGGCGAGAGTT
	ACTCAGAAGCTTGACCAGCC

	CACNA1S
	TTGCAAGATGTTGCCAACCG
	ACCAGCAGGATCTCCAGGAT

	CACNA2D3
	CCCTCCCTCAGGCTCAAAAG
	CACACCCAGAAGAATGCCCT

	CACNB3
	AAGCAGAAGCAAAAGCAGGC
	TTTCAGAGAGGGTCCCACCA

	CACNG5
	AGCACGGACTACTGGCTCTA
	GGGAGTTCATGGGCATCACA

	CACNG7
	CACTATCGCTACGGGTGGTC
	TGCGGGCGATACATCTCTTC

	DMD
	TGAGGGAACACCTCAAAGGC
	TCTGAGCTTCATGGCAGTCC

	EMD
	CGACTATGCGGTTTTGTCCG
	CGTAGAGCTTGCGAGTGGAA

	ITGA1
	AAGCCTTGAGGACCCTTTGG
	CGAGGGAAGGAGATGACACG

	ITGA10
	GGCTGCTGGTAGTTGTCACT
	ACCGCAATCCCATAACGTGT

	ITGA2
	AGGGTACCATTCGCACCAAG
	CACCATAGCCATCCAGGGAC

	ITGA2B
	GTACGGTGGTGGAGTGTGAG
	GGGAGGAGACGTTGAACCAG

	ITGA4
	ACCTCAGCATCAGTGTGCAT
	AGTTGGGTTCACAAGCCCAT

	ITGA8
	GAGACGAGCCAAGAGCAGTT
	GGAGTGGCCCAAATAACCGA

	ITGB3
	CGGGCGTTGTTGTTGGAGA
	CAGGTTACATCGGGGTGAGC

	ITGB4
	CCGAGAGTGTGACCAGCTAC
	CTGCTGTCGGAACTTCGTCT

	PRKACA
	GAGCAGGAGAGCGTGAAAGA
	TGTGCTTCACCAGCATCACT

	SLC8A1
	CACCAAGACGACGGTGAGAA
	AGTTATGGCCGCACACTTCA

	TPM2
	GAAGCCCAAGCGGACAAGTA
	TGTGCATAGACTTCATCTTCCAGA

	TPM4
	AGGGCGGAGGTATCTGAACT
	TTCAGAAGCAGCCTCCAGTG

	ITGB5
	GAGGTCCAACTTGACGGTCC
	GTGACGAGCAGCTTCCAGAT




