Splice region in PMCAl gene (ID: ENSG00000070961)

Legend:

GGCGTGTGGGTGTGG — exon

TTTCCC - NFAT binding motif

GGGAAA — NFAT binding motif

TATAAA - TATA box

alternative splicing region

I — altered nucleotides recognized during splicing

SEQUENCE BEFORE SPLICED EXON 39 bp

Intron 1 - 2

GAGGGGCCCCAGGTGAAGGGCGCCCGCACTTCTCCTGCGGCAATCATCGCTCTCCTGCCT
CCACACGTCGCGGCAGCGGCCCGGCCCCGCGCCGAAACAGCAGCTGTGACTGACGGAGTC
ACCTCCCCGCGCGCCTGGCCACCCCCTCCTCCCCCGCCGCTCCCTCCTGCACCAACACGT
CATGGAAACACGGACGTCAGAGCCTCTCAGCCAATCGCAGGCTGCGGCAGGAGGGAAGGG
GCGCGCTGGAGGGGGCGGGGGCAGCGGCAAGCCAAGGCGCTCAGGGGAAGGAAGAAAGGG
AGGGGCGTGCGGAGGCGCAAGTCCCCACCTCCGCCCCTCACTCCGGCCACCCTTTCCCGA
CCGCGCGGCAAGTTCTAATCGCCAGGCGCGCGCTCGCCAGCCGAGGGCGCGCTCGCCGGG
TCCTCCCCTTAAACGCCCTCCCAGTGCCGCTCAGCTCCCAGTCCCGGTCCGAGCCGCGGT
TCCTCCGCGCGCGCGCGCGCGCACTCGCCCGCCCCCAGGCTCCCCGCGGATCGCGTCACG
TGACCGCGCTCAGCCAAGGCGGCAGCGGCGGCGGCGCGAGCTTCGGCGGCGGTGGCGGLT
GTGGCAGCGGGAGCAGCTGCGCCGCCAGCGTGGAGCGGGAGGCGTGTGGGTGTGGAGAAA
AGGGAGCGCCAGACCGGAACGGGTGAGCGTTCTCCTCCCCCTGCCTACCCCGGCAATCTT
GCAGGCCACCCGGTGCAGACGGGGTCCCTGCCCGGAGCTGCGCGCAGCCCCCTCGTGCTC
GGCCGTCCGCTCTCCGGTGCCCGCGGGCCCCGCCCCGAGTGGGGCGGGCTGCGGCGCTCA
CGGAGGTGGCTGCACCCCGCCCGCGGCTGCTGTTGCGGACGGCGGCGTGAGGCCGGCTGA
GCTGCCCGTGCCGAGCGAGCGCGGCGCGCCCTGTGTGCCGCTCTGCGGAGCCGAGGAGGC
GGGTCCTGCGGGGACGCGGGCGGCCACTCGGTGGCTGCCGGGCTCTGGGCGGGGACGGLC

Intron 5 - 6

CATTGTGTAACAACTGTTATAGAAATGTGAACTACTTCTGCATAATTTAGCATGGCTGTA
TTCATTTCTTTTGGAAAGCTTTAATTCCCATTTTGTTCCTICAGATAAGAAACAAGATGG
AGCTATTGAGAATCGCAACAAAGGTAAATTTAGGAGGACAAAAGTACAGTGAGCTTGTTT
TCATTATATCCAAAAATCTACTGTATACCATATTTATTCAAAAGTAAGATACATGTGGCA
GGGAAAATCAACAATATACGTTAGCTTGGGTTAACCTTTCTTCCTGCCGGTGTCTTAGTC

SEQUENCE BEFORE SPLICED EXONS 154 bp

Intron 19 - 20

GACTTTTAACTGATTATGAAAGAATGTGTCTATATGCCCCTAAGCTCCTTTTTTCCTAGC
TCCCCCATCCCCCACTTCATCTCAAAATGCTATTCTTGCCTATATGCTGTGTAAAAAGTG
CCTTTTTCTTTTTATATGTTGATAGATGGAATGGTCCTTTCTCTTGTTCTCTCTCTCTCT
TGCTGAGCAAGCTGTCACAATCTCTGATTCCTTGCAGATGGATGTAGTGAATGCTTTCCA
GAGTGGAAGTTCCATTCAGGGGGCTCTAAGGCGGCAACCCTCCATCGCCAGCCAGCATCA
TGATGTAACAAATATTTCTACCCCTACACATGTAGTGTTTTCCTCTTCTACTGCTTCTAC
TACTGTGGGGTGTGAGTGTGTGTTCCTAAGTGCATGAAATTAACATTTCCTACTTCACAC
ACCTAACGTTTCTCATTTTCTCCTTAATGTTTGAATTCATTGTTCAGGCTTTTTCATAAA
GCTTTCTTTTCGTAAAGTGGATTGAGACCTCAAAGTGTTGTCGTTGTTGTTTTATTTCTT
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Intron 20 - 21

GCTGAACTGGCCTAGTAACGTGCTGAAACTAACCAGACATATGGCTTAAATAGATGTGTC
AGACAAAGGAAGCATTAACCTTAATCTTATGGAATGTTTTATTCAAGTGAAGTTAGGGAT
AAAGTAAATGATCGTATGTTTTTGTCTTCTCTTGACTTCCAAGGAACCTGGAATTGGGAG
CCCAGAAACCTAGGTTTTAAGACTCTTTAGCACTAATTAGGAGTTCCTTAACAAGTCAGC
CACCCATCCTCTCTGTTGCTCAGTTTTATTATTTATGAAGTGGTTAGAAAAAAAAAATCT
CTAATATTGTTCAACAAATTCAGATAGGAAAAATCTTCTCAGAATTGAAGTTTTGCTAAG
AAGGGATTTAATCTTTCTTTGCCTGCCACCGGTGTATGTGTGTGATTGTGTGTGCACATA
TACTTGTTGCCCTCACCTTTACACTCTGCCCCTCTTAGAGCTTCACTAACTCTCAAATCT
CTAACTTAAGTTTACACTTTTCTTCTGAGCTCTAGATATTTTCCAAATTTAACATGTTTA
AAAAGTACATTTATTTCCCCCCGATTCTTCACTGCTCACTTTTATACCGACTGATTACAA
AGAAAAACAGATGGAAAACACACACATACACAGAAAGCTTAACTGTTGTTCTATCTTCAG
TAGCAGCAGCACCAGCAACCTTATCAAATAAGCAACATCTTCAGGGTTGTCTTGAACAGT
TCTCATCACCCATCAAGTTTGCTGGCTGATCCTCTAATTTGTATTCTCCTCCGTGCCTAC
GGGCTGCTGATACCAACAAATTTTTTTTTAGAAAGTTATCTTTTTGCATTTTAAGCTTTA
CAGTTTGTTATTAGGACAGTCAGGATACTTGCTGAATGTTCACATGTATAAAATGTGAAT
TTTAAGACTTCACAATAAAACACTGAATGAATTACTATAACGTTATATTTAGCAAACATT
GTTTACATTCCATATGTAGAACACTTTACATCTTAGTAAAGGGGAAGAGGAACAAGAGCA
ATAAAAGAAGTTGAAAAATATTTGCTGCTATTCATCAGTCAAATTAAGGAACTGAAGTAC
AAGCAATCAAATAGAATGGAATTATAAAAGATGGTAAAGCTGCAAGACATTAATAGAATA
GATGCTTGCTGCTCCAAGTGTGGATCATGGACCAGCAGCTTTAGCATCACCTTGGAGGTT
GTTAGAAATGCAGGACTTTAGGCCCCTGCTGAATCAGAATCTGCATTTTAACAAGATCCC
CAACTAATTTGTATGCACATTAAAGTTCGAGAAGCCCTGGCCTCGATACTTGTGACCTAA
CATTGTTTTAAGTTTGTAGTGTGCTAACGAATTTAATCTCCCACAACAACCCCGTAAGGC
AAGTACCATTGCTATTTCCCATTTTATAGTTGAAGAAACCTGTTTGACCGAGGTTCCTCA

PMCAl: 6 NFAT motifs



Splice region in PMCA2 gene (ID: ENSG00000157087)

Legend:

GGCGTGTGGGTGTGG — exon

TTTCCC - NFAT binding motif

GGGAAA — NFAT binding motif

TATAAA - TATA box

alternative splicing region

I — Altered nucleotides recognized during splicing

SEQUENCE BEFORE SPLICED EXONS: 33 bp, 60 bp, and 42 bp

Intron 1 - 2

GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCACTACCAGTCT
ATCAAGGTAACTGAAATATCACCATTAATTCTTTTTCTCATAGAGAACTTTCTGCTAGCT
CTCTAAAGGAATGAAAATAACCTTGGGTAGGTAATGGGACAGGGAGAATCCTAAGTCATC
AGCCAAATTATTTATTCATTGACATCTCCATTCATCCATTTATTCACTCATCCTTTTCTC
CATCTATTCATTTATCAGCCTCTCTAACTACCAATTCATCCACCAGTCCATCCATCCATC
CACCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCCCTTCTCTCTC
CATCTGTATCTCCATATATCCACTTTTCTTTCTAGCCATCCATTCATCCATCTATCCTTT
CACCAGGTTCTCACTAAGCATCAATTCTGTGACTGGCTCTGTGGGGTAGAGATGAAAAGG
CTCACTCAGTTCCAGCCCCTGCAGATCCCCCAGGACCCTGGCAGCAGCAGATCTATGAGC
CCACATTTCCCCCTGCTTGTGAGGATCACACCAAGAGAGACATTCACATCCTGGCCTCAC
AAAGAAGAGATGGCAAAGTGGAAAAAGGCCGGAGTCCCCAACCCTGAGCCCTTTACCCTG
TCTCAGTCTTTTATAACGAGGTGTGTGTGCTTGGGCAATGCCTCTCTCTTCTGGGACTCA
GTGTACCCATCTCTGCTGTGGGGAGGTTGGACTAGATGAGAGTTTCCCAAACTCCAGTTG
TTTCTTTCCCTCCCTCCACACCTGGAGATCAGAACACCTGTACTAAAAAGTACTGAAAAT
CTTTATTCAAATGAGCTCACTTTTTTTCAACCAAAATAAACTTATTTTAGAGTGAAACTT
TATTGCTACCATAAATGGGAAAAAAATGGTAACAGCTGTCATAAATAGAAAGTAACAATT

Intron 2 - 3

AAGCTGACCTCACAGCTAAGCAGAGTGGGTGGTCGCCTTAGTGATGTGAGTCGAGGGGTG
CCAGGCAGCTCCCTCTGCTGCAAATCCCTCCCACTCACCAAACTGCTGCCGCCTGCAATT
CCACAATGAGCACTTTAGTCATCAAATCATAAAATGTCAGCTTGTAATTAGCCTTGGAAC
CTGTCTAGTTCAATTTCCCAGCTCAGAGTGCTCTTGGAAGATACCTGAACGGGCCCTTTA
TTTTAGAGTGAATTAGTGGCAGAGCTGGAACTCGAGTCTGACCCTGCACAGTGAAGGACG
CTAGAGGCATCTGCAGCTTCTTCAATGGGAAGGTGGGTTCTGAGTCACAAGATGGGCAGC
TCCCCAAACAGAGGAAGGGGTTCAGACATCAGGCATCCAAAGTAAATGACCAGTGTCCTA
GTATTTATTTAGCCCTCACATCAAAATGTCAACTATAAAGAAAAGAGGCGACAATATTCC
GTTGAACGTTGCCTTCTCTTCAATCTAAACTAATTCATCCCAAGTAGGATCCATTATCTG
ACTGTCTCATTATAGTCACACTGGAAAAGCACATCTTGTTGTTATAAATGACTTTCATTT
TATTTCTCTTCTTTATTACAGTTGGGGCATCATATGCCTTTTTGAAATTATGTGTATTGG
TAGGTTATATGATGTGTGAATTTTCTTGGAAGATAAAGAAAAAAAGTAAAATGATGTTGG
ATCCAATGGGACCAAGAGCCACCAGCACAGTGGATAGAAACAAAGGCCCTGTACTGAATC
CTGCCCTGCCTCCTAATTAGCTAGGACCTTGCATATGAGCATGAACATCAGCTCTTACCC
CGGGTCTCTGAAGTCATTTATTGAACTTGGTTTCCCCACTAACTAGTGGGTGAACAGTGG

Intron 3 - 4

CTACCGCGCACCAACACTGAGCTGGGCAGTGGGATTTTACAGCAAATGAAAGCAGTCTAG
GGGGACTAACGTGTCCAGGTTTGTCTGGGACATTCCTGATTTTAACACTGAAAGTCCCAC
ATCCCAGGACACCCCTCAGTCCGAGGCAAACCAGGACAGTTGGTCATCCTAACACAATCT
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CTGCCCTCATGGATTTACAGTTTAGTGGAGGGACATAGACAATAAGTAAATATATAACAT

Intron 7 - 8

GACTGCAGAAGGCCCAGTCTGCTACTCGGCCCGCACTCTCTCCATTACACTACCCTGCCT
CTTCTCCATGAGAGGCAGCGGGGTGTAGTGGATAGAGCACGGGTTCAAGTCCCGGLCTCCA
CCACTCACAGCTGTGTGACCCTGGGCCATCACTCAAGCTCTCTGAGCCAGAAAGTGGTGG

Intron 8 - 9

AGAAACCTCCCTCCTGAGTCCCCTGGAGAATCAAGAGTTGCCCGGCTGGCAGGCCCCACA
GCTAAGGTGCGGCCAGGCCTGCTCCTGCTTCAGGGCCCTCCCCAACCCGTATCCCCACAC
AGAGGGATGCAGTCAGCACGGCCCGCCCTTCATCTGTGACATTAATGTCTGTGGCCTGTT
GCGTCTTCGTGATGACCGACCATGTGTTGTCTGTTCTCTGTTGTCTGTTAAAATTCTTTG
TCGTGTARGTAAAATGCAGGATGGCAATGTGGACGCCAGCCAGAGCAAAGGTAACCHUTTT
TGTTTTAACCGGCGTTTGTCGTCCCTGAGGCCCCTCCCCACCGGCTCTGACAGTCACACC
AGAGACAGAGACTGGCAAGGGCCAGAGGCAGACACATCCACTCCTACAGGTGTCTGACGA
CCTTGGGGGTGTAGCTGTGATTTGCATGGTGCCAGGCCAAATAAAGAGGTGTCCACCGGT
GAGGAGGGGGATACCCATGGGCCAGCATCTCCCTAGCCTTTGAACTCTGCGCCCCATTCA
GCTGAAGACTTTGAGATCCTTAGAGGTTGAGGGGTAGGGAGTTTGGCTCAGTCTCTGTCC
AAAAGGGTCACGGGCCCTCCAGTCCATCCTGCATGAAGAGGCCACGCCAACTGGGATAGT

Introns and enxons 7, 8, 9

ACCTGCACTCCTGTGAGATGGAGATGTCAGAAAAATAGCCTCATGTAGAAGGAAGATGGG
GAATGTGGAAGGGATGTGGCAGAGGAAGCCTGGGGGAGCAGTCCAGCATCTCAGGCCACC
ATGAGCAGCATGGCCTCAGCTGGGCCCCCTCTGCCCTCCCATCCCATCACCTCCACTAGG
AACATTGCTTAGAGCCCGCCACATGTCCCCATTTCAGGATGACCCTAGGTGTATGGCCAT
GTGTGTATGCACATGTGTGTTTGTGTGTGTGCGCGTGCGCATGGGCAGATGAGGCTGTGT
GCTTCTCCTTCATTAACATGTCTCAAAAATCATCACAIAGGTGTGAAGAAGGGGGATGGC
CTTCAGCTACCAGGTACAGTAAGACACCCTCAGGGTAGATGGGCTTTTAGAAATAGCAGC
AGGCTTTGGTCATTGGGCCCTGCCCCTAGACCACCAGCACACAGCTGGAGGAGGCCACAT
GCCTGTGGGTGGCTCCACCCCCCAGACCCTCCTTTGTGCCCTCCTGTGATGCCAGCCCTG
TGGGACAAGCCAACACCCCACTCCACCCTCTTGCCCTTACAGTGCCTCACCCTACCAGCC
AATGCCAAGTGGTACCACCCCCATCTCTACACCACCCTTAGCCCTGCGTACCAGCATGCA
AAGCTTGCTCACCATCATAGGACCCTCCCCTCAGGCCCTGCTCTCCCCACCAGCACCCCT
GGGGAGCCCATGCCCTCACGCAACAGTGTGCTTCACCCAGTGGGGCCTCTTCCTGCCCAT
AGAACACTATTCCCTACCCACAAGAAAGAGCAAAAGGTGTGAATTTAGCCATCTCATATC
ACTTTTAATTTCTAAATTAAGAAAAATTCACTAGTGCCTTTTCCATCCCATATACAAAAT
GCAACATGCTTGATGTCACCTTTTAAATTTGGGGGGCATCTCACATGGGAGTTCCCAAAG
CAGTCTCTGGAATGCCAGTTAAGGAAGGAGGCAATGGCCTGAATCAAGGGCATGAATCCA
GTTAAGTCAAAGTCATCACCATTAGCAAATGTTCTTCCAGAACACCCTGATGCACAGAGA
TGGTGGTCATGGAGAATACTCATTCTGAGTGGTCCGTGCCCACGCTGCACTGCCTAGTGA
ATATTTTTCCACTCCTGGCCCCCAATGGGCAGCCAGATCTCCTCATTTCATGGAGCCCTC
TCTTCCAGGGGACTCTCTTGACTGGTTGGACCAGCAGGGTCCAGACCTCAGCACAGACCA
GCACCATCCCAGCTAACCACCCTGGTCATCCACCATGCTTTATTTGAAAGACCCTCCATG
TCTGAGTTTCTCCCCTCAACCTCTGCGGCATCTCTATGGAACATTTCACCCCCACCCCAA
ATTTGAGTTTCTTGGTTTCCAAAGGATAATTTTTTTTTTTAAGAATAGAGTCATGTTATC
TCCCCACAAGTTGGTTCATGTCTTTGTCGTTGTTGCTTTTCTCCATTGTGACACTGCATT
TTCCATCCCTCCCACCCHSETGEAGCAGCAGACGGTGCGGCAGCTTCAAATGCTGCAGAT
AGTGCGAATGCCAGCCTAGTCAATGRTATGTCTCCCACGGCGAGCTCCTGGTCATGGTTG
GATGGGCGTCTCTCACCCCCACCCCAACTTTGGGCTTTCTTTCCTTGTTCTGGACTGCAC
AGATCTCGGATGTGCATGGGCCGCTGGGACAGTCACCTTCTCACATGGGGCAGGCGCTTA
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AGACAGGAGCCACAGCCGGGGGAGTCAGCTCTGCAACCTGTCAGCCTCACAGCTGCCAAA
AAGGTGCTGGCTCCTGTCGAGCCCTTGACTCCCCATGGAGCCCAGATAAGAGACGAGACT
TTGGCTTCAGATTGGCTCCCAAGAAGGAGCGTCCCACCTGGCATGGCCCTCTCCTAAGTG
TATTCCTGGCCCTGGCTTTGGGAAGAAGGCCTGGGATCAGGGCTTGGGCTGAAGCTGGCA
TCTGGGTCCCCAGCAAAGGCTCTAGTCCTCGACTCTAAAATTTCCTCGAGGCAAGGGGAC
CCAGGCCGGGATTCAGCTCCTTGGCCCTGTCCTGTAGCATGGCTGAGCCAGCAGTAAACA
GTTTTTCCTCTTCTCTTTCACGGAGCCAACGGGCAGGGGGTTCGCTTGGGCTCGGGLCCTG
GTTCTGTCCTTCGGATGTGGACTGGTGTTTCTTGCTGTTGCCTGTGCTGGAGCGTTTGTC
CTGGGTCACAGGGGTGGAGGGTGGGGGAGAGGGGCTGGCACTGTGTACTGGTGTCTGCAT
CTTAATCTCCTTACACGCAAGCAAGAAGGAGTTCCATTCACTTGCCCCCAAAGCCTTTAG
AAGATTTCGGATTTCTATCCCCTTCTGGCTTCAGAGCAACAGACAAGGCTTTTGTTTACT
CAGATACCACCCCTATCCCCAAATAAAGTGACATAATAGTCCCCCAGGCTACTCCTGAAC
TGTTGAGAGCCATTAGGGCTCCATCATGAAAACATTGCCCCAGAGGAGCTGAGGGCAGGG
GAAAATCTTTTTCCCACCGTCTCTGCATACCAGGCACTGGGCTGTGGGTTTCTCATCCAT
TATATCATATCATTCACTTCTCACCACTCCTGCAAAATATGGAGACTTGTTCCCCGCAGC
CTCCCATCCCCTGCCCTAGACCTCTCCCCAAGCCACCTGCATTCAAAGTGCCCAAAGATG
GAAGCACCTAGTAGGTGTCGGGGCTGAGTAAGGCACTTCTGCGAGCAGTGCCTTGCCAAG
AAGGACTAATTCTGGTATGGCTCTATTTCAGGCACAGGAGGAGGAAGGATGACAGCTTGG
GGAGTGGGAGGTGTCATGCCTCAGGGAGGGGTGGCTGAGGGTGACAAGGAGAACCCATGT
GGGCAAACCCATGGCTGAGAGAGAAGGAACCTAGAGGGGGCACCCACTTCACCCCGGCAG
TGAGCCTGCTGAGCTTTGTGAACATACAGACCCCATCCAGGCTGGCCAGTCTCAGAAAAA
AGGGCAGCTTTACTTCCAGACTGCAGCAGAAAACCCCAAATATCCCAAGAGAAACTGTAG
GAAACGTTCATTTCTTGACCACCTACTGTATACCAGGCACTGCTGAAAGCATTTCATATT
CACCATCTCATTTAATCCTCATGACACCCCCATGATACAGGTTTTATTGTCCCCACTTTA
AAGATGAGGAGACTGAGGCTCAAGGAGACCAAGACACTAGCCTAAGGTCACAGAGCTAGA
AAGTAGCAGAGCTGGGATTTGAACCCAGAACCCAGACCTGGCTGGCTCTAAAGTGTGTGC
TTCTCCTCCTGATCCAGGATTTCCCAGTGGAGTGTGTCTTGTAAGTTTCACAAGGATGTT
AAGAGGGCTTTACCCCAAGAAAAGGATTCTGTGGTCAAAGATGTTTGAGAACCACTGGAT
TGAATTGATCTCTTCCTGGTTACAGAATTAGTCCTGGTTACAGGACTGCTCAGAGCCTTG
AATATGCTGGTGTGTAGCGGAGAGTTACAGAGTCACATAGAGTTTCCTAGGCTGATTTGA
CTGCAAGACCTTTCCTGGCTGAATCCTGTGGAATTGGTCTGCCCCATAATATACTCTGGG
AAATAATGCTCTAAGCCATTGCTATTCAAAATGTGATCACAGGACCCAAAGCCTGCACAT
CACCTGGGAGCTCCTTAGAAATGCAGAATCTCAGTTTTTTATTTTATTATTATTATACTT
TAAGTTTTAGGGTGCACACGTACCCTAAAACTTAAAGTATAATAATAATAAAATAAAAAT
TAAAATTAAAAAATTAAAAAAAAAGAAATGCAGAATCTCAGACCCCACCCCAGACCAACT
GAAGGAGAATCTGCATTTTAACAGGCTTTCCAGACTCCAGGTGAGAGCACATTACAGGTG
GAGAGGCACAAGGTGGAACCTTGCCGATTGAGAGAGAATTAAGTGTTCTTTCCCCTCCTT
CCTCTGAGCCAGATCACAATGACTTGGATATGGAAAAAAAAAATTAGGGTGATAATTTTT
CCCTTTGACCCTGCTCCCCCAAGCCCCCAACTGAAAAATGGGTGTGGTCCATTCATCTTG
GAAGCATTATGATTGCCATTATTATTTAGTTATTTTTCTTTTACATTACTAGTGTGTCAC
TATGTAATACATGACCTGTAATCATGGTTATAATCACAGTTAATTATACATCATGAGGCC
GGGCGCAATGACTCATGCCTGAAATCCCAGCACTTTGGGAGGCCAAGGCAGGTGGATTGC
TTGAGGTCAGGAGTTGGAGACCAGCCTGGGCAACATGGTGAAACTCTGTCTCTACTAAAA
ATACAAAAAAAAAAAAAAATTAGCCGGTCATGGTAGTGGGCACCTGTAATCCCAGCTACT
TAGGAGGATGAGGCAGGAGAATTGCTTGAACCCAGGAAGTGGAGGTTGCAGTGAGCTGAG
ATCATGCCACTGCACTCCAGCCTAGGAGACAGAGTGAGACTCTGTCTCAAAAAAGAAAAA
AAAAATTATACATCATGGGCTGGGTACAGTGCTTCATGCCTATAATCCCAACACTTTGGG
AGGCCGAAGCAGGAGAATCACTTGAGGTCAAGAGTTTGAGACCAGCCTAGACATCATAGT
GAGACCACATCTCTACAAAAAAAAAAAAAAAAAAATTTAATTAGCTGGGTATAGTGGCAC
ACATCTATATTCCCAGCAACTCAGGAAGCTGAAGTAGGAGGATTGCTTGAGCCCAGGAGT
TCAACGTTGCAGTGAACCAAGATCACGCCACTGCACTCCAGCCTGGGCAACAATAATAAT



AACACATTACTACTAACTCCCAACGTTTACACAGTGATTTTCCAGTGCCTTTCATAAACA
TCACCTTAGTTGATATCCATTTCACAGAGGAGAAAATGGAGGCACAGGGAAGAGAAGTGG
TATTTCCCAAGTCTCCCAGGTAGTGGTCTCTCTCCCCAGAGCTTGTGTATCAGGTCAGCT
TACCAGGAATCCTCCCAATCCATGCACTTCACACCCATGCCCTTTGTGATGCACAGAGAG
AATAGACCCATTTGGAARAGGTGCATCTGACTCCAGATACAGAGAAGGGCCTCTGAGACC
CCACCTGAGGGCTCAGTCTTGGACCCCATTCCTAGCTCTCCTGAAATACAGCCCATCTCC
AGATCCCACATGGGGCCAAAGCTGGCTGTTCCACCATAGTTCAGGGCCAGGCGAGCACCA
GTTTGGCCAGGAGAGCCCCAAATAAGTCCCTCGCTTCTGAGAAACCAGGCCATCTGTGCC
TCAGCACTCCCAGAACATCCTTCCCTTCCTCCAGCATATGCATTGGTGATTATTTTTCTG
ATCACGTGTTCACTCTGGAAATAAAAGAGGAAAGTGCTAGCTGGGCTTAATGAGTGCACA
CACCGGCTATTGCATCTGATAATATGCAATGCAAATAAAGGCCCCTTTGAGCCTTCTAAA
ACCAACTATTGAAGTGGAGTCCCCTGGTGCCCCTGAGCCCAGTCAGTAAAATTATTTTAG
AAAATAAAAATAATTGTTGTTATTCATTCCTGCTTACTCTAAAAAGCTTTTTTCTCTTGT
GTTTTTTAATCCAGTAGAAAGAATTTTACAGTAGAGACACAGGGGGTCTTTCACTTTAAA
GCCCAGGATGGGCAACTGATCCTTTGCCATGGGAGGCCATGGGGACAGCTCTGCACTTAC
CCTTGAACAGACAGTGCTGGGCGAGGTTCGGGGAAGCCACTTCTCCCCTCTGAGTCACCC
AGARAAGTGGGCACAGTGACAGTGATGAACTAATCCTGCAGCCATGGGGCTATTCCGAGGA
TGCTCCTAAATTCAGGCTGCCTCTGAACTTCCCTTGGCCTCAGTTTCCCCATCTATAAAR
TGAGAGTGATGAAAATCCCTCCTGCCCCACCTTGCAGGGATACTGGGAAGACTGACAAGA
GATGACACTTGCAAAAGCCCTTTGAAACTGCAAAAGGCTGAACCGTGCAAGTGATTATGA
TGAAGGTAACTGGGACACTCTGGGAGGTGAATGTCTCATCCTGTTTTATGAAAGTGGAAG
CTTGATGAGATTGGGAGATAGAAAGCCAGCAGCTAGTTGGTGGTGAAATGAAGACTTCAG
GAACCCTGTCGCAGCAGTGCCACCTCAACTTCCCTCCCCTGGGCTCAGAGGGGCTGAGGG
GTGTCCATGGTCTCCCTGACGGCAGCTTCTGGAGAAGCAATGGCAGGACGGAAGTAGGCA
CGCACTTTGGGGCCAGCTCTCCATTTACCCATTGAGACCCAAGCAGCTCATCTCCCTCTC
TGAGCCTCAGTTTCTCATCCATAAATGGGTATAATACAAGCACACCCTTCATAGGTGAGG
CTGTGGCGAGGATTAGATGGAATCTCAGAGCTTATGTGTGTGCCCAGCACATGGTGGTGG
ACTGTCCTGGAATGTGAGCTGTGAGAATCACCATTGCAGCCATCATCCAAGGGTGGCCAA
CCTTCTCAGACCCCTCCCAAGGGGGCGAGGCCTGTTGGCAGAGCAGGCAGAGCTCTGGGT
GAGCGTGCAGGCCCAGTAGATGGGAGGGTGCTGGCGAAGGCAGGTGTGCTAGGCAAGAGA
CAGAGGCCTCCATTGCCCACATTGCACACCCAGCCCACAAGCTCCTGGCCAAGGCTGGAG
TGGGGGCCTCCCAGGCAGCTCTGATGAGTCGGTGGGGGGCAGCCAGATGCAGCACCAGGC
CCTGGTATGGAAGGGGATGCCCACGGACACTACTTAGCCTGCTGCTGTAGCCTGAGCCAT
ACCCCTACCAAGGGGTCAGCACCCCCATTGGGGACCAGAGCACTTCATCAAGAACCCGGC
CACACTTGAGGTCCCTCGTATACCACCATGGGGACCCCTGATCACTCTTTGTTCTGGTCA
CTCTCAGGGGCATTGGGCAAGGGGTCATCCTTGGGTGGCTTCACACTCTTCAGAGTGTGA
AGGAGAAAGATCATCCCTCTTGAAGGCCAAAACTAAGGAACACATTGACCTCAGTGCCTT
GTCCAAACTCCTCTCCATTCTAGAAACACTCTCTCCTCTCTCTCTGTCTCTCTTTCTCTC
TCTCTCCCCCTCTCCCCTCTCTCTACTGCATGTTTTCTTTTGTGGGAARATGAAAAGGAC
GTAACTGAACAAGCTTCCCTTTGCCTTCTCTCAACCCAGAAAACACCAAATCGGTCACAA
ARAGCTTGGTGTGGGGGCCTGAGTGCTTCTCTGCTGCCTCCTCCAGCAGACTCTAATCCC
CTGCACCCTCTGATACTTCCCTTTGATCTGTAACACGCTCAAGGCCAAAAGTATTCCAGC
AGAAACCTCCCTCCTGAGTCCCCTGGAGAATCAAGAGTTGCCCGGCTGGCAGGCCCCACA
GCTAAGGTGCGGCCAGGCCTGCTCCTGCTTCAGGGCCCTCCCCAACCCGTATCCCCACAC
AGAGGGATGCAGTCAGCACGGCCCGCCCTTCATCTGTGACATTAATGTCTGTGGCCTGTT
GCGTCTTCGTGATGACCGACCATGTGTTGTCTGTTCTCTGTTGTCTGTTAAAATTCTTTG
TCGTGTARGTAAAATGCAGGATGGCAATGTGGACGCCAGCCAGAGCAAAGGTAACCHUTTT
TGTTTTAACCGGCGTTTGTCGTCCCTGAGGCCCCTCCCCACCGGCTCTGACAGTCACACC
AGAGACAGAGACTGGCAAGGGCCAGAGGCAGACACATCCACTCCTACAGGTGTCTGACGA
CCTTGGGGGTGTAGCTGTGATTTGCATGGTGCCAGGCCARATAAAGAGGTGTCCACCGGT
GAGGAGGGGGATACCCATGGGCCAGCATCTCCCTAGCCTTTGAACTCTGCGCCCCATTCA
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GCTGAAGACTTTGAGATCCTTAGAGGTTGAGGGGTAGGGAGTTTGGCTCAGTCTCTGTCC
AAAAGGGTCACGGGCCCTCCAGTCCATCCTGCATGAAGAGGCCACGCCAACTGGGATAGT
GACTTGGCTCCCATGGCTGCCCTCTTTTACGTTCTAAGCCTCCTTTTTTGTCCCTCCTGT
CGAGTGGCTACTTAATATCCCACAACAGGTCCCAAGGACCAGCTGGGTAGAGCCCAAGCC

SEQUENCE BEFORE SPLICED EXONS: 172 bp, 55 bp

Intron 22 - 23

TCAAAAAAAAAAAAAAAAAAAAAAAAGACATTGTCAAAGACTGGGCTGAGGAACAGGTGA
GGTGGGTGAAGGAGTAGATTGATCACATGCCTGGGTGAGCGGGTAGGAGGAGGGAGGTAG
AGGAGCGGGTGTCAGGGAGAGAAGGCCACTGGGAAGGACAGCCCCACCGTCCTGACAGAC
AGGGTCCCTTGCAGGTCATCGCCACCATCCCGACCAGCAGACTCAAGTTCCTCAAGGAGG
CAGGCAGGCTCACACAGAAGGAGGAGATCCCGGAGGAGGAGCTCAACGAGGACGTGGAGG
AGATCGACCACGCGGAGCGGGAGCTGCGGCGGGGCCAGATCCTGTGGTTCCGAGGCCTGA
ATCGGATCCAGACACAGGTA.AGGAGGCTCTTGGGGGCTGGGCCCAGGCCTGGCCGGGGC
GGGCCAGGGGATGGAGGTGAGTGTGCTTGTGCTGCCCCCCAGGGCCCAGCTCTGGTGCTG
AGGGAGGGTGGCTACAGAGGGGTCCCGGCCAGCTCTCACCAGCCACTTGCACACCCACTC
CTGTGGCTGCTAAGGAACAGCACGGCCTCCTCAGAGAGGTCCCATTGTGCCCTCTCAGGG
CAGCACGGGGAAGTGGTAGGGGTCACACCCACCATGGTCTCCAGGGGGATTTCCCTGAGA
TGTCCACAGTCAAGGCACCAGATGTGGCAGAGCCAGGATGCAAGTTGGGTCTTTCTGCCT
CCAAGTCCAGTGCTCTTTCCACTAGCCTTGAAGACTCAATGACCAGCCTCCTCCCATTCT

PMCA2: 16 NFAT motifs


http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000157087;r=3:10365707-10749716;v=TMP_ESP_3_10379856;vf=63769764

Splice region in PMCA3 gene (ID: ENSG00000067842)

Legend:

GGCGTGTGGGTGTGG — exon

TTTCCC - NFAT binding motif

GGGAAA — NFAT binding motif

TATAAA - TATA box

alternative splicing region

I — Altered nucleotides recognized during splicing

SEQUENCE BEFORE SPLICED EXON 42 bp

Intron 2 - 3

AAGGCTCCTGTCTAGAGGGAGAGCCAGGCGCTGGCCAGACGGCCCCAGAGGGCTGCTGCC
ACCCCAGGAGCAGTCAGTCAGGGCCACATAGGAGGCCTGGGACACACAAGGLCCGALCCLGET
CCCATCCCATCCTCCCCTTCTGTGCTTCCGGGGCACCATGCAGGCCTGGCGGACAACACC
AATGACCTGGAGAAGCGCAGGCAGATCTACGGGCAGAACTTCATCCCCCCAAAGCAACCC
AAGACCTTCCTGCAGCTGGTGTGGGAGGCCCTGCAGGACGTGACCCTCATCATCCTGGAG
GTGGCTGCCATCGTCTCTCTGGGCCTCTCGTTCTATGCGCCGCCAGGAGAGGAGAGTGAA
GGTAA.CCCGGGGGCCTGGGCTGGAAGGAGGAAGAGGAATGGGGCTTGAGATGAGGGAC
GGTCACAGGATGGTGATGTCTCCTCCACTGCTTCCCTTCTGTCCTCCICACAGCCTGTGG
GAATGTGTCGGGAGGCGCAGAAGATGAGGGCGAGGCCGAAGCTGGCTGGATCGAGGGGGC
TGCCATCCTGCTGTCCGTCATCTGTGTGGTGCTGGTCACGGCCTTCAATGACTGGAGCAA
GGAGAAGCAGTTCCGAGGCCTGCAGAGCCGAATTGAGCAGGAGCAGAAGTTCACGGTCAT
CCGGAACGGGCAGCTCCTCCAGGTCCCCGTGGCTGCGCTGGTGGTGGGGGACATTGCCCA
GGTCAAGTAIGGTGAGTGCCCTGGTCTTCACCCACCCTGTCAAGGAAGCTCGGCTCCTGC
TTCTGGGGAGGGTGAGCCAGAGGAGACCCCCAGCACAGGTTCTCCCCGGETGGCCTGLCGETG
TCGTCACCTGCCTTAGGAGGCGGGAGGTGGCGGGGGTGGGGGAGGTGGGGGAACACGGGEG

Intron 3 - 4

CAGGGCAGAGTGGTTTCAGACACAGCAGGCCCCCGAAGAATCAACTGTCCCCACAGCCTC
CACGGCGGGCTTTCCCCCCTACAAAGGATGCAAATGTCCTCGTTCCCCAGAAGGAGGAGG
GCTCCTGAGTCCCTTTCCCAGGCGGCCCATGGCACCTGACGGGACCTCCCCTGGGGLAGC
CGGGAGGAGGCGGTGGGGAGAAAGGCCTCTGCTTCCCGGTGCTITAGGCGACCTGCTGCC
AGCCGACGGCGTGCTCATCCAGGCCAATGACCTCAAGATCGACGAGAGCTCCCTGACGGG
CGAGTCTGACCACGTGCGCAAGTCAGCTGACAAAGATCCCATGCTGCTCTCAGGTGAGGG
CCACCCTCCGGGCCAGCCTGGCACCAAGGGGCGTCAGCAGCCGTGTGGCCCAGCATCCTG
TCCAGGCTGCCTGCTGGGCTCAGCCTCCACCTCCACCAGGGCCTTCCAGCATAACCTTCA
GGTTGGGAATCTGAAGACTCCGCCCGTCTTGAGGCCTGATGGTGGCAGCTCCAGCCACAG

Intron 6 - 7

GTGCTGGGAGGTGGTGACGGGGTGAGCCTGGAGAGGACGGGGCATGAAGAAGGCCACCAG
CAATCAGGCCCCTCCTCCCCACCCCCTCTGCCACGCGGCCCCCAGGCTGGTGTCCTCAAG
CCTTCGTGTCTGTCATCCCTCTTCCATTGTAGGCAAGCAGCAGGATGGGGCCATGGAGAG
TAGCCAGACCAAAGGTAACGIGCGCCGCTGCTTGGGCACAACAAGCTTGGAGCCCTGGGG
GTGGGGCTGGTGGAGGGCACAGTGTTGGGGGAGGTTCACCTGCCTCGGTGGCAGGAGCAA
CACTTGGAGACCAGGTGAGTGGGCTGGCTGCACAGTCCCGTCCCAGTGCAGAGGGAGGAG

SEQUENCE BEFORE SPLICED EXONS: 154 bp, 68 bp, and 88 bp


http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000070961;r=12:89981828-90103077;v=rs140892885;vf=32616213
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=TMP_ESP_X_152807019;vf=64784954
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=TMP_ESP_X_152807019;vf=64784954
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=rs139607201;vf=31514757
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=rs199920670;vf=54591208
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=rs202075780;vf=56721884
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=rs201329484;vf=55981319

Intron 19 - 20

GATCTCTGTGCCGGCCACAGGGGCTGCTGCAGCTGCTGCAGATGCCAGCCTTCTTGCTGG
CCCCAGCATTAGTGTCCTCGGGGACAGCCCACCCAGTTCCTGTTTCATTTTCAGAATTCT
CCTTTCCCTCTGCTACTGCACCTCACCTCCGAATCACACTTGAACCTGGTTGCTCCATGG
AGTCCCTTCACTTCCCGAAACCTGGACTCTAACCACAGCCCAGAGGGGTGCCAGGCCCTC
TTCTTGCTCTTCAAGCTCCCAGGCCACTGGCCTTCTGGTCCCCCCAGGAATGTGGCACCA
GCCTGTAGCTCGGCCTCTCAGGGCTACTGGGTTGTCCTTTTCATTTTTAACCTTGTTCAG
TTACAAAGATAAAACATGTTCAAGAGAAAAACGAAAAGAAGGGAATCTCTGTGAACCAGT
CCTCAAGTCCCCTCCTGGCCATGTTCGACAAATACACTGGCATAGACACACAAGACAGAC
GAGACGTCTTGCTCTAGAACTCCAGATGCCCATCATCCCTTTCTGTGGCTTCCCCTGCGT
CCTTCTAGACTGTTCCCCCCACTTCCCAGTGGCCTACAATATGCGAAGCCATGCCCTCTC
TTTACTCCTGCCAGGCTCCTTATCCAGTCACCCTTTCCAGCTGTCACCCTCCTTGTCACC
TCCCACCCTCTCTAGCCCCCAATGCACAGGTCTTCTCTAGGCTGGTGTTCCTCCAGGAGA
TGCCCTCTCCAGGAGAGACTAGGCCAGAGCTCCAGCTGTCCTCTCCCAGGGGAGTTGCGC
AAACAGCGCCTGTGTCTCCCAGCAACGGTGTGGAGCGACATGCAGGGAGTATTGTCAACC
AGGGCAGCTCACCCAGGCCCCGGTGTCCAGGGCTTTTCTTGCGGTGGTTCACAGAGCCAT
GCTGTGGTCACGTGGCTGGCCTCCATCTCCAGCCCTCTGGAGGTCCAGCTGTTAGTGTAG
CCTACGGGGCACGGTCCCCAGCCCCCTGCCCCACTGAGCCATGCTGCTCTCAAGCAGGAT
GTTCCAGGGGCTTAGCGATCCCTCCCAGGAGCCCTTGCTGCACCGCGTTCCACTCGGGCC
ACTCCCTGGGCCCTTTGGCTGAATGGAGCTCCATGGAGGATCCGCTTATCTCTGTCTTCA
TCAGCTCTGACTGCCATAGCAAAATACCATAGACTGGGAGGCTTAGACAACAGACACTTA
CTTTCTCGAAGTCCCGGAGGCTGGCCCAGAGCTCCACGTACTCCTGAAAATGCATCTCAG
CCCCCCGGGGGAACACTACGCCAGTTCTCCAAGGGCTGCCAGTTCCCGGGGGGACTGCTC
TAGCTTTACTCCCTTTGCTTAGTCACAAAAACAAATGACATCCTTTGGAAGAAGGAGGCC
GGCGTCTCCCTCTGGAGAGGGACCTTACACCAGGCAGATGCTGCTCAGCCTGGCTCTCAC
GGCCACTTCCGTGTGGCTCCCCCABEIMATTGCCACCATCCCCACCAGCCAGCTCAAGTG
CCTGAAGGAAGCCGGGCACGGGCCCGGGAAGGACGAGATGACCGACGAGGAGCTGGCCGA
AGGCGAGGAAGAGATCGACCATGCCGAGCGGGAGCTCCGCAGGGGCCAGATCCTCTGGTT
CCGGGGCCTGAACCGGATTCAGACGCAGGTAAGCCCCGACTCGCTCTCGCCCTGGCACTT
CCACCCCAAGAGGGTAGAGGCAAGCTGGCCAGCAGCAGCCGAGAGCCGGCCGTCTGCACC
CGACACCCACAGGGAAACCCTTTGGTCTTGCTGCCAAGGTCACAAAAGCAGCTGCCAGTG
TCCCCTTTGCCATTCCGGGCTGTGCCCGCTGATGGCTGTGGCACTGAGATCGCCTCTCCC
TGACAGCTCCTTCAGAGCCCAGGCATCCCCTGTAGCTAAAGGTGTGTGTGGGTGACTAAT
GGCTCTCTCAGAGGCACAGGCCAGCACCGTCCTCATCACTGCTGGGGCTCCCTTCACTTG
GTGGGAACGGCCCCAGGTCATAGGCAAGTGACAGTATCGGGAAGAGAGGCCCATTTCAAA
CAGCCACCAGCGAGCTCAAGGTTCACTGGTTGACACTGTAAATGCGATGGGGAGACTTCA
TTTGGGAAGTGGACTCTGGCCACCGAGTTGGTCCTTTCTGGTCATCCAAATCACCAAGGG
TTAGGGCCGGCCAAGACCAAGGGCGTCAGCTGTGTTCCTCTCTGAAGTCAGATGGCCACC
ACTGCCACCAGTATCAGGCGCTTGCCAGAGCTACCATGCTCCCTTGTTCCCATCTCCTCC
CGGCCAACAGTTTTGCCAGAATGCTCCAGACTCGCTGTGTCTCCACACCCCTCCCTGGAA
CTCTCTTGTGATCCCACTACAGCCTGGCCTCTGCCCACCACTCCCCAGAAACGGCGCTCG
CCTAGGCCTGCGAGGCTCCCTTCCGGCTCGTGGGGTCGGGCTGTCCCTGCATCGTTCCTG
CCTGCTGTGGGCACTGCCTGGAGACTTGCTGTCCTCACCCGCCTGGCACCCCCACCTCCT
GCTCAGCCCTCGCCCCACCCTGCTGTGGCCCTTGAGTGCTGAAAATCCTGGCCGGGGAGG

Intron 20 - 21

AAGAAAGGGCCCATGGGGACCCCACCTGCGGCCTGGCCCCTCTCCCACCGCAGCCCCTGC
AGCCTCTCCTTCATGGCCTGCCCCTCCCCCAGCAGCCTCCAGAGGGCCACCCAGCATGCT
TCACACTCCACCTCCTTCTGCAAGGCCTGGGCCACCATCTCTCAGGTCACAGCCATCACT
CCCTGCCCCTCCAGGCCCTGTCCAGGATCCCCAGTTGCAATGCCCCTGACATGGAGCGAC
TGACCCTCCTCCCTGAGGTCCTGCCAGAGTAAGGACACCACTGCACACTTGGCTGCGGAG


http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=TMP_ESP_X_152830377;vf=64785296
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=TMP_ESP_X_152830377;vf=64785296

CCAGGGCCCGCCTGAGCCACCAGCCCCAGCTCAAGCGGGAATAGGCGGGGCCTGAGGCCA
CACCCCTTCCCAGGGTCAGTCACACATCACCAAGGGCCTGTCCCAAAGAATCATCCATGC
AACTTGCACAAAGCTGTTCTTGGTGCCCTGGGTCCTGTGTTCCCTCCCAGTGGTCTCAAG
GGCCGAGTCTCAAGGGACCCAGCCTCAGGGCAACCCCACTCCCTGGGCCTCAGCCTCCTT
TGCTTGCCTTGGCTCAGCTCAGCCCCTCCAACACCACCCTCTGCAGTGGGACTGGTGGAG
CCTCTCTCCATTGTCCTAAGGATGAAGTCTACGCTCCTGACCATGGCCTTCAAGCCCCTG
CCTCTTGGTGTCACCCCAACCTTCCTGCACACCTGCACCCCTGCACCCCCGGCTGCCTTT
CCAATCATGCCCTCTGCCCGCCTGTGCCACTGCACCTCCCCAACTCCCGLCTGLCGTCCCCT
GGGCCCTCATGCTTACAAAGCCCTCTTTGACTCCTCTCACTCTCACCACGGGCTCCTTGC
AAAACTTTCCAGAGCTACAGAGTCCCCCAGAGACCACGATCACGCAGGGCTAGGTCAAGG
GGCAACAAAGAACTCCACATTTCAAGAGCCCCCCAGGGGTCCAAGGGGCCTCTCCAGCTG
AGAACCGGGAGGCGAGGCTGGCATCCTAGGCACCGAACACAGCGTAGCCTGGGAAGGATG
TGTTAGGTCTGGACTCTGAACACTGTCACCTATGCCCTGGCCTGGCCAGAACACAGAGAG
CCCCGGTGAGGAAGGGGAGCAGGCTTTGTCGCCAGATGGCCTGCGTCTCCCCTCCCACGT
GCAGGGGCTACTGCCTCAAGCACAATGCTCGGACAGGCCAGGGGTGCAGCACAGATAGTC
TGTTCTCGTTCCCTGCAATAAATATTTCTGCGCTAAATCTTAAACACATCGAATGTTAGA
AGCAGCATTCACATCTCCCCCAGTGCCCTCCTAGCGGCCCAACTGTGCCTTCTACGAGAC
CATGCCTATGGGCCCCCCAGCTGCCCCCAGATGGGCTCTTATCTATCGTACCCCTGTTGT
GCTACAGAGCCCAGAGCTGCCCAAGCCTGGGGTGGGGGGTGAGGACAGCAGGACCTTGCC
CCTCGGCGGCCCACTTCACTCCTGCCGCCGCAGCCGAAGGCGACGTTAGGTTTTCCAGCA
GCTGAGACAACAGCCCTGCCCTGACCTGAAGCATCAGTGGTGTCAGTGGTACCCCGGCCA
CCTGTGTGTCTCGTGTCCTCTGTATGTGGGGGCCGCTGCAGCCTGGCTAGTAGAAGCGAG
TCCCATCGGTCAGAGTCTTAGAGTTCCAGGCTGTTCCAATTGTCGGTGCTCACAGAGACA
CGGGCAGCTGAGTCCCCTGTTTTGCGTATGAGGAAACAGGGTGCACTCTTTCCCCTTGGC
ACCAGCCGATCCGACTCTTCCACGGGCTCCTGACCCCCATGGCTTTTCGCTTTGACTTTG
TCACATCCAACTCACCATGTTTCTCAGGAATGCTGAACCAGTCGGTTCTTTTAGCCAGCT
ATGTAAGAGCATCTGCTCTCTTTGATTCGAAACACCTGCTTGAAAAATGGAGCTAAAGCT
TGGGAGAAGCCCGTCAGGTTGTACGTATGCCCCAAGCCAAGAAAAACATTTCCTAGGCAG
CTGGCCCCAGGTTTCTGCTTTTTGGGAACCACAAAATCGCTCCCCAGATTTTGGAGGCCG
GCACAAGCTTTTCTGTTGCTAAGTGAAGGCATTTTGTAACCTGCTCGCACCATGGTTCCA
TACTAACATATCAACGCACCAGATGGACAGGGTGTCATTCCAGAATAAAAGAGTCCTTCA
AACCCAGAACATGTAGCTTTCTGAAGCGCTCATGACTCGGTCTGTCTTTTTTGCATCCCA
TTATAATGCAAAGAGAAGCTTCGTCAGCAACTGGGCCTTGCTCCCGGCTCAGCTCTTGGG
CTTCCAGGTGTGGGGTGGTGGCGACTGTGGTATTGTCACTGATGTGGCTCTCCCACTGGG
ACACCATCTGTAGCCAGGCCAGACCAATGCAAATCTGAGGCAGGAAAGGCATCTTTCCTA
TCCCTCATCACTTTTGCCGCAGCGAGAGTCCTCTCCTGAATCTAGACAGGAGACCCCCCA
CCCCGCAAGCCACCGCGACGCCATCACATCAACCATCCTCCTTCCGTGCGCTGACACACT
CAGTATGCATTCCTCACGGTCGCAGCAAGTGCCATGAGGTTCCCCTTGTGACAAGCAAGC
GAGTGGGATGTGCTGGGCGGAAGGGGACTGGGCAGGCTGAGAAGAAGGAGGAGTCCTTTC
CACAGCGCGTCAAAGGCTGAAGTGGCGTACATCCTCATTTTGGCCGGTGCAGGGGGAGTC
TGAACACTCAAGCTGCCTTCTTCCACGAAGCCCTGGCCCGTTTCAAGACACCCAGGTGAA
CCTGGTGGCCACCACATAGCACTGCAGGGCTCGGGCTGGAGCAGGTAGCTTTGGGCTCCA
GATGCGCACACTGGCTTTGCTGTTCACATCATCTCCAGTGAGACGGACATGAGTCCCCAT
CCCAGCCAAGGGCAGGTCAGGAAATCCAAAGACACTGGGTCAAGGCCCTCCTGCAGGCCT
CAGTTTCCCCAGCCTTGCTTCCCCTTCAATTTGCAGGAAGCTGTAAGAGTGGGGACAAAG
CGAAGCCACGGCTGCCAGTCGGTGGGAAAACCCCCTCCTCCGCTAGGTCCATTCTTCTGC
TGAAGTTTCGAGGGGGCGCCCCCTGCCCAGTCACTCAGATGAGCCACAGAAGCTGGCGGA
GACGGGCAGGCGGATGGAGCATGGGGCATAAGTCCTCCGGGTTTAGAGGAAGCAGGGCGG
GTTCTAATAGGAGCGTGTCATGTCCCTCAGGTGTGTTGGAGAGCGAAAAACAAGGTTGAGA
ACTATGAAGTACTTCCTGATAAGTGGCTTGCAAGGGGCATTTCTGACATGTTTGCAGTGT
GCCCTGACTTGTGACCCCCTTCCCTTCCCAATCTCATGACCACTAACCATCTGCTCAGCA



AACCCTCTCTCGGTGGGTGGCACAGAGGCTGGCCTCAGTCAGGGCCCTGTCCAAACATCG
CCAGCTCCCAGTGAGCGGGGTGACCCGATGAGGCTTTGCTGTCACCCTATGTGCCCAGTG
GTGGCCCCTATCCTCGCCCAGCCCTCCCCTCCGTGATAGCCTGGACAACAGTGCAAGCCA
AACTTTATCTCATTTTCTCTCCCACAGATGGAGGTAGTGAGTACCTTCAAGAGAAGCGGT
TCAGTTCAGGGTGCTGTGCGCCGGCGGTCTTCGGTCCTCAGCCAGCTTCATGA.GTAACC
AATCTTTCTACCCCTACTCACGCAATTCTCTCTGCTGCCAATCCTACCAGTGCTGCTGGG
AGTGAGTCITGACTTCCCTTTTCTCTCATAAATGGCATCTCTGGGGAAGAATAAGCCTCC
CCAGCTCGGCCTTCTCTCTTTTGCAGTCTTGCATTCCGCTCACCGTGGCTTTTCTGTTCT
TTCTTTACCGCCCTGTCCAGTCCTTCCCGCCCAGACGGTGTCTCTCGAAAGCCATATTCT
TTTATGAAACGTATTCAACCCATGGCACTTCCGGACCTCCCGTTCTTTGCTTTGTTTGGT
TTTTCGGTTTGTGTTTAGTGCTCCTTGTGCCATTGGTTCTCTTTTCTTGAACTTGTCTGC
CTTTGCCGATGGTTCTTCATGAACTTGGGCCGCTTCTGGGGGTGTCTGGTGTCAGGCTAG
GGCCTTGCTCAGTGTTCAGTGGTGCAGCATCAGGGCAGCACGCGGGCTCAGGGCCGLCCTT
CCCGGGGCTGGAGGGGTGGCGGGTGCCTTTCCCACACTGTTTGCCACAGAAGAATCTAGC
CCACGTACCCAGGAACTGGAGCGGCGCTTCCAGCATCCTCCTTGAAGTGGTTTCCTAAGG
ATGCCGCTGTCACCTGTCCCCAGGTGGGCTCAGTGCTGACCAATCACTACTGCACAGGTG
GTGCCTGCCCTGTAGGCCTTGCCCCAAGCCACCGGGTGTTAGAGGTTTCCCCAGAACTGG
CACTCAGAGGCCTCTTCAAGACGTTGCCAGGAAAATTTCCCACCATGTTGGTCACAGTTT
AAAGAGAACCCAGGGGCTGTCCTAAGGAGGTAGAAACTTCCAGAATTGCTCACATCTTTT

PMCA3: 21 NFAT motifs


http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=rs147874519;vf=38576197
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000067842;r=X:152783134-152848397;v=rs144519085;vf=35713264

Splice region in PMCA4 gene (ID: ENSG00000058668)

Legend:

GGCGTGTGGGTGTGG — exon

TTTCCC - NFAT binding motif

GGGAAA — NFAT binding motif

TATAAA - TATA box

alternative splicing region

I — Altered nucleotides recognized during splicing

SEQUENCE BEFORE SPLICED EXON 36 bp

Intron 1 - 2

GTAGGATATTTGTATATTTGCTTTTTTTCAATCATTCAATTTTATGAACATGGGGTCTAA
GCAGATTTCAAAACAAAGACCATTTATAAAACTGGACCATTTTAATGTTTACAATGTAAT
AAATCTCTTGATTGCAGACATATATGGCTGTTTGGTAGAAACATTACAGTAATGGCAGTT
TTTTCAGTTGGTGTGTAGTCCCCAATAATTATATATGAAATTGCTGTCAAACCAGTAAGA
CTGCATTTATGCAGCCATCATTTTCAGGACTGTTGGTAACCTGAGCATATTTTCTCCAAA
TAACTTTGCCTCCTTGTGTCACAAGGCCCAATTCGCTCACATTTACCTCAATGACAATAT
CTTTGGTAATAACACCCACAGTTGTATACGGTGGGGATGAGGGATTCTTCTTTACACCAA
GTATTGGTGGGCAAAAGGTGGCTTTCAGTTCAAGATGTAATACATGGGCTTTCTTGAAAT
GCATATTGGCCTGATCAGTCTTTCTTATTTAGGTGGTTTTCTTGTAAAGCCATCTCCGAC
AAAGCAGAGTTTAGTAACCACCCTCTTCCATGCCTTCTTCTTTCTCTTTCCTGTTCAAAC
AACTTTTAATACGTCTGTTTCTCCCTGGGCATGTACTTTAGTCAGAGGGACTTCCCGTTT
TCCCACCTTCTCTTTTCATTTCTGTTTAATCATATTGGAAAGTACTTTGGCTCGAGATTG
TCCCTCTCTGTCCAGCAGATAAGCAGGTACTGCTCCCTGTGGAGTCTTTTCATCCTTCTT
TTGTTTGGTGTTTCTCTTTTCATGCATCTTGATAGTCTTTTTCATTTGTATTTTCTCAGC
ATGACACTGTTTAAGGTAAAGCTTAGCCTTCAGACCAATCATTTGCTTTGCCTTCTTTGA
ACGTTCATGAGCCTCTCGTTCATAAGCCTCTCAGCTTTCCTTCTTTCTTTTCTTCTCATG
GTAATCCAAACGGTATCCATAGTGTTTATGGTGTAATTCAATATATTCGTTCTGTGGCAT
GGTGACAGGCGCAGAACCACCAGGAGTAGCCCCTGAGGTGCGAAAACACTCTCAATTTTA
AGGTCTCAGAGACTCCACGCAGGCCGGGACAGGAAAGGGTCACCCTTTTTTAAAAATATT

Intron 4 - 5

AGTCTCCATGTACTCTCGGCCATTGCTGTCTAGATAGGGCCCATGGGAACAGCCATGAGA
TAGGGTTGAAGGAGTTGGAGGACCCTACCCTCAGCCAGTCTCTTACTATCTCCTTCACTG
TCCCTCCTTCCCCTTTGTGITCTAGGTGATCTGCTGCCTGCAGATGGAATCCTGATCCAA
GGGAATGATCTGAAGATTGATGAGAGCTCTCTGACAGGGGAATCTGACCATGTCAAGAAG
TCCCTGGACAAAGACCCCATGTTGCTCTCAGGTA.AGGCCCTGGCTGCCCAAGTTCCCAT
TTACCTCCCTGCAAACACCTAGGCCACAGGATCCAGACCCTGTTCTCTCCTCTGACTCTG
TCCCATCTCCTTCCCTGGGGTTCAGCTGGGGCAACAGCATTTTGGTGGGTGGAATACAAG
GATATCAGGCAGCCTAAATGAAGTTTTCCATGAAACAAGTGTTATAAGGGCCTTGAAGGG

Intron 5 - 6

GCTTTGCTGGTTGCAGGGGTGGCGGGGGCAGGAGGGAGGGCTTACCCTAAAGCGGTTAGA
CACATTTTCCTCCTTACTCCCAATTTGTCTGGTCTGTTTTAAATGCGCCCAGCTCTTGAC
CTTTTCCTACTGTGCTAAGCACATCATTATCCATGGGGTAGGGAGGAGTATTTTTTCTTC
TAAGTTTGTGTTTCATACCAAATCATGTCTAGGTATTAAAAAACCCATTCCTTCCCATCT
TCTCCTTTCCIGTGTAGGGACCCATGTCATGGAAGGTTCTGGCCGGATGGTGGTGACAGC
TGTTGGTGTCAACTCTCAGACTGGAATCATCCTTACTCTCTTGGGGGTCAATGAGGATGA
CGAAGGGGAGAAAAAGAAGAAAGGTAAGGGGCATCTGGAATGAGATTCTCTTTCCTCTCA


http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000070961;r=12:89981828-90103077;v=rs140892885;vf=32616213
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=TMP_ESP_1_203669328;vf=64517106
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=TMP_ESP_1_203669463;vf=64517120
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=TMP_ESP_1_203669919;vf=64517127

TCCCCATGGACAAACAAGGAAGCGAGGGAGCAGATCTGGATAGAAAGCATGGTTGGAAGA
ATCTGCTGCCATGAAGAAAGCAGATATCCAAACTCCTTGCTGAGATAAAGATGTAAATCC
TTGGCTCCAGGGAGCTCTGATGAAAACCAGATCCTGGCTCTAGGCTCCCAAATCAGGTTG

SEQUENCE AFTER SPLICED EXON 175 bp

CTTATCCCCTATAGGCAAGACAACAAATAGAAAAGTGGAAAAGAGGCCGGGTGCGGTGGC
TCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCTGGCAGATCATAAAGTCAGGAGT
TCGAGACCAGCCTGGCCAACATAGTGAAACCTTGGCTCTGCCAAAAATACAAAAATTAGC
TGGACGTGGTGGTGGGCGCCTGTAATCCCAGCTACTCTGGAGGCTGAGGCAGGAGAATCG
CTTGAACCCGGAAGGCTGAGGTTGCAGTGAGCTGAGATCGCGCCATTACACACCAGCCTG
GGCAACAAGGCAAGACTCTGTCTCAAAAAAAAAAAAAAAAAAGAAGAAGAAAAGTGGATT
GCAGACTCACTATGCACCTGACTGTACTTCCAGGCAGGTGCTTTTTCTGTCTGCCAGAGA
AACATTCCAGGGTGCTGTGGCTGCCTCACCTATCCAGGGCGATGCAGCTCCCTGGGGACA
CAGGTGCTTCCTGGGGAGCCCTGAGCACTTCTCCGTGTTGCTGGCCTCACATCCAATTGG
GCAGGCATTGGAGTCCGGGCACTGCCTGGAGCTCACCAGAAGGTGCTTTACAGTGGTCCT
TGGTTTGTCTCTCAGAGGGCTTGGTCCCCTCTGCTGTGAGGCTGGACTGCAGCTGTGGTG
GCAAGTGACCAGATGTCACTGAGCAGCCTGACCATGGTCTAGGTGGTGCTTGGATGCATC
CACTTGGCTTCCTTTGGTCATTGAGTTTCAAGAAGAGAAACTCCAGGAGACGGCTTGGCC

AATGCAGCTTTCAAAACGTCCTAGTTGCCGTCACTCACCCCAGCCCACCCCACTGCTTGA
AAGTTGAGCCATGTGATGTTTCTAGTGCCCCATGATCTCTTCTGATGTGTGTTTGGTTTT
GATGCTGAGCAGTCATGTTTTATAGTCTGGGTTTTGTTTCTCTCCTAAATCCACCATCTC
CTTGTTCTGCCGGCCAATTCTCACCTCTCTATTTTCTCATCCTCCTTTTCCTTCCCCTGG
TA¥AGATCAAAGTGGTCAAAGCGTTCCATAGTTCCCTCCACGAAAGCATTCAGAAACCCT
ACAACCAAAAGTCCATCCACAGCTTCATGACCCACCCTGAATTYGCCATARAGGAGGAGT
TGCCACGAACACCACTCCTGGATGAGGAAGAGGACC/AAAATCCTGACAAGGCTTCTAAGT
TTGGGACTAGGGTGCTCCTGTTGGATGGTGAGGTCACTY¥CATATGCCAATACAAACAACA

PMCA4: 10 NFAT motifs


http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=rs200671751;vf=55329546
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=rs41264257;vf=12500875
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=TMP_ESP_1_203708779;vf=64517981
http://www.ensembl.org/Homo_sapiens/ZMenu/TextSequence?db=core;factorytype=Location;g=ENSG00000058668;r=1:203595689-203713209;v=TMP_ESP_1_203708887;vf=64518000

