File S5. Alignment of GJA1 cDNA and GJA1P1 that shows the residues that can discriminate the two sequences. The
residues without vertical line are mismatches between them. Despite three mismatches in the PCR primer pair, GJA1P1
was amplified by the primers (File S4). The amplicon only from GJA1P1 can be digested by Apol.

Accession No. of GJAL and GJA1P1 are NM_000165.5 and NG_003029.5, respectively.
Yellow, GJAL F and R primer binding sites; Gray, residues that mismatch PCR primers; Cyan, Apol site

GJA1 1 AAAAGCTTTTACGAGGTATCAGCACTTTTCTTTCATTAGGGGGAAGGCGTGAGGAAAGTA 60

L e e e e e e e e et
GJALP1 1 A---GCTTTTACGAGGTATCAGCACTTTTCTTTCATT-GGGGGAAGGTGTGAGGAAAGTA 56

GJA1 61 CCAAACAGCAGCGGAGTTTTAAACTTTAAATAGACAGGTCTGAGTGCCTGAACTTGCCTT 120

LEEELERE R e e e e e e e e e e e e el il
GJALP1 57  ACAAACAGCAGCGGAGTTTTAAACTTTAAATAGACAGGTCTGAGTGCCTGAATTTGCCTT 116

GJA1 121  TTCATTTTACTTCATCCTCCAAGGAGTTCAATCACTTGGCGTGACTTCACTACTTTTAAG 180

ELEREERE R e e e e ey LRy 1t
GJALP1 117  TTCATTTTACTTCATCCTCCAAGGAGTTCAATCACCTGGCGTGACTTCACTTCTTTTAAG 176

GJA1 181 CAAAAGAGTGGTGCCCAGGCAACATGGGTGACTGGAGCGCCTTAGGCAAACTCCTTGACA 240

CEEERLRR R el tenee et 1 il
GJALP1 177  CAAAAGAGTGGTGCCCAGGCAACATGCGTGACTGGAGCACTTTAGGCAAACTCCTTGACA 236

GJA1 241  AGGTTCAAGCCTACTCAACTGCTGGAGGGAAGGTGTGGCTGTCAGTACTTTTCATTTTCC 300

CELERLERREREER PR e e e e e e e it
GJALP1 237  AGGTTCAAGCCTACTTAACTGCTGGAGGGAAGGTGTGGCTGTCAGTACTTTTCATTTTCC 296

GJA1 301  GAATCCTGCTGCTGGGGACAGCGGTTGAGTCAGCCTGGGGAGATGAGCAGTCTGCCTTTC 360

CERELRRRREne  tened P e e e e e e e el
GJALP1 297  AAATCCTGCTGCTGAAGACAGTGGTTGAGTCAGCCTGGGGAGATGAGCAGTCTGCCTTTC 356

GJAL 361 GTTGTAACACTCAGCAACCTGGTTGTGAAAATGTCTGCTATGACAAGTCTTTCCCAATCT 420

RN RNy
GJALP1 357  GTTGTAACACTCAGCAACCTGGTTGTGAAAATGTCTGCTATGACAAGTCTTTCCCAATCT 416

GJA1 421 CTCATGTGCGCTTCTGGGTCCTGCAGATCATATTTGTGTCTGTACCCACACTCTTGTACC 480

IEEERLER R e e e e e e e e il
GJALP1 417  CTCATGTGCGCTTCTGGGTCCTGCAGATCATATTTGTGTCTGTACCCATACTCTTGTACC 476

GJA1 481  TGGCTCATGTGTTCTATGTGATGCGAAAGGAAGAGAAACTGAACAAGAAAGAGGAAGAAC 540

CREERLERR e e e e e e e e 1l
GJALP1 477  TGGCTCATGTGTTCTATGTGATGCAAAAGGAAGAGAAACTGAACAAGAAAGAGGAGGAAC 536

GJA1 541  TCAAGGTTGCCCAAACTGATGGTGTCAATGTGGACATGCACTTGAAGCAGATTGAGATAA 600

EEELLERE e e e e e e e et A e
GJALP1 537  TCAAGGTTGCCCAAACTGATGGTGTCAATGTGGAGATGCACTTGAAGCAGATTGAGATAA 596

GJA1 601  AGAAGTTCAAGTACGGTATTGAAGAGCATGGTAAGGTGAAAATGCGAGGGGGGTTGCTGC 660

TEEELERREERE PR e e e e e e e e i e e e peiee il
GJALP1 597  AGAAGTTCAAGTATGGTATTGAAGAGCATGGTAAGGTGAAAATGCAAGGGGGGTTGCTGC 656

GJAl1 661 GAACCTACATCATCAGTATCCTCTTCAAGTCTATCTTTGAGGTGGCCTTCTTGCTGATCC 720

EEELRRRE R e e e e ey el il
GJALP1 657  GAACCTACATCATCAGTATCCTCTTCAAGTCTATCTTTGAGGTGACCTT---GCTGATCC 713

GJAl1 721  AGTGGTACATCTATGGATTCAGCTTGAGTGCTGTTTACACTTGCAAAAGAGATCCCTGCC 780

TEEELERRE LR e e eyt et
GJALP1 714  AGTGGTACATCTATGGATTCAGCTTGAGTGCTGTTCACACTTGCAAAAGAGATCCCTGCC 773

GJA1 781 CACATCAGGTGGACTGTTTCCTCTCTCGCCCCACGGAGAAAACCATCTTCATCATCTTCA 840

CELERLRRR et e et peee e et
GJALP1 774  CACATCAGGTGGACTGCTTCCTCTCTTGCCCCATGGAGAAAACCATCTTCATCATCTTCA 833

GJA1 841  TGCTGGTGGTGTCCTTGGTGTCCCTGGCCTTGAATATCATTGAACTCTTCTATGTTTTCT 900

CELELLERE LR e e e e e e e e e e ittt
GJALP1 834  TGCTGGTGGTGTCCTTGGTGTCCCTGGCCTTGAATATCATTGAACTCTTCTACGTTTTCT 893
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TCAAGGGCGTTAAGGATCGGGTTAAGGGAAAGAGCGACCCTTACCATGCGACCAGTGGTG

EEELLRRE R et e e e e e e e e e e e ey 1l
TCAAGGGCGTTAAGGATTGGGT TAAGGGAAAGAGCGACCCTTACCATGCGACCACTGGCC

CGCTGAGCCCTGCCAAAGACTGTGGGTCTCAAAAATATGCTTATTTCAATGGCTGCTCCT

PRLELERREE DR e e e e e e e e e et
CGCTGAGCCCCGCCAAAGACTGTGGGTCTCAAAAATATGCTTATTTCAATGGCTGCTCCT

CACCAACCGCTCCCCTCTCGCCTATGTCTCCTCCTGGGTACAAGCTGGTTACTGGCGACA

CELEREL RERRRR R e e e e eer ittt
CACCAACTGCTCCCCTCTCGCCTATGTCTCTTCCTGGGTACAAGCTGGTTAATGGCGACA

GAAACAATTCTTCTTGCCGCAATTACAACAAGCAAGCAAGTGAGCAAAACTGGGCTAATT

TEEELEER R el Peee e e e e el
GAAACAATTCTTCTTGCCGCAATTACGACAAGCAAGCAAGTGAGCAAAACTGGGCTAATT

ACAGTGCAGAACAAAATCGAATGGGGCAGGCGGGAAGCACCATCTCTAACTCCCATGCAC

LR e e e e e e e e e e e e e el 1l
ACAGTGCAGAACAAAATCGAATGGGGCAGGCGGGAAGCACCATCTCTAACTCCCACGCAC

AGCCTTTTGATTTCCCCGATGATAACCAGAATTCTAAAAAACTAGCTGCTGGACATGAAT

TEEELEER R et e e e e e e e e e e e el
AGCCTTTTGATTTCCCCGATGATAACCAGAATTCTAAAAAACTAGCTGCTGGACATGAAC

TACAGCCACTAGCCATTGTGGACCAGCGACCTTCAAGCAGAGCCAGCAGTCGTGCCAGCA

CELELLLER R e et e e il
TACAGCCACTAGCCATTGTGGACCAGCAACCTTCAAGCAGAGCCAGCAGTCGTGCCAGCA

GCAGACCTCGGCCTGATGACCTGGAGATCTAGATACAGGCTTGAAAGCATCAAGATTCCA

PEEE LR DR e e e e e e et
GCAGGCCTCAGCCTGATGACCTGGAGATCTAGATACAGGCTTGAAAGTATCAAGATTCCT

CTCAATTGTGGAGAAGAAAAAAGGTGCTGTAGAAAGTGCACCAGGTGTTAATTTTGATCC

L DR e e e e e e e e e et
CTCACTTGTGGAGAAGAAAAAAGGTGCTGTAGAAAGTGCACCAGGTGTTAATTTTGATCC

GGTGGAGGTGGTACTCAACAGCCTTATTCATGAGGCTTAGAAAACACAAAGACATTAGAA

CEEELRRRREnl P e e e e e e e e et
GGTGGAGGTGGTATTCAACAGTCTTATTCATGAGGCTTAGAAAACACAAAGACATTAGAA

TACCTAGGTTCACTGGGGGTGTATGGGGTAGATGGGTGGAGAGGGAGGGGATAAGAGAGG

RNy
TACCTAGGTTCACTGGGGGTGTATGGGGTAGATGGGTGGAGAGGGAGGGGATAAGAGAGG

TGCATGTTGGTATTTAAAGTAGTGGATTCAAAGAACTTAGATTATAAATAAGAGTTCCAT

CRLEL TR e e e pen e e el
TGCATATTGGTATTTAAAGTAGTGGATTCAAAAAACTTAGATTATAAATAAGAGTTCCAT

TAGGTGATACATAGATAAGGGCTTTTTCTCCCCGCAAACACCCCTAAGAATGGTTCTGTG

I PR e el eeee e e i e et |1
TACATGATACATAGATTAGGGCTTTTTCTCCCAGCAAACACCCCTAAGAATGGTTCTGGG

TATGTGAATGAGCGGGTGGTAATTGTGGCTAAATATTTTTGTTTTACCAAGAAACTGAAA

CEEERLEEREE R e i e e e e e e et
TATGTGAATGAGTGGGTGGTAATTGTGGCTAAATATTTTTGTTTTACCAAGAAACTGAAA

TAATTCTGGCCAGGAATAAATACTTCCTGAACATCTTAGGTCTTTTCAACAAGAAAAAGA

CEEERLER R e e e e e e e e e et
TAATTCTGGCCAGGAATAAATACTTCCTGAACATCTTAGGTCTTTTCAACAAGAAAAAGA

CAGAGGATTGTCCTTAAGTCCCTGCTAAAACATTCCATTGTTAAAATTTGCACTTTGAAG

NN RNy
CAGAGGATTGTCCTTAAGTCCCTGCTAAAACATTCCATTGTTAAAATTTGCACTTTGAAG

GTAAGCTTTCTAGGCCTGACCCTCCAGGTGTCAATGGACTTGTGCTACTATATTTTTTTA

RN RNy
GTTAGCTTTCTAGGCCTGACCCTCCAGGTGTCAATGGACTTGTGCTACTATATTTTTTTA

960

953

1020

1013

1080

1073

1140

1133

1200

1193

1260

1253

1320

1313

1380

1373

1440

1433

1500

1493

1560

1553

1620

1613

1680

1673

1740

1733

1800

1793

1860

1853

1920

1913



GJA1

GJA1P1

GJA1

GJA1P1

GJAl1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJAl1

GJA1P1

GJAl1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJA1

GJA1P1

GJA1

GJAl1P1

GJA1

GJA1P1

GJA1

GJA1P1

1921

1914

1981

1974

2030

2032

2090

2092

2147

2152

2207

2210

2267

2270

2327

2330

2386

2390

2446

2450

2506

2510

2566

2570

2621

2630

2680

2690

2740

2745

2800

2805

2860

2865

TTCTTGGTATCAGTTTAAAATTCAGACAAGGCCCACAGAATAAGATTTTCCATGCATTTG

RN RNy
TTCTTGGTATCAGTTTAAAATTCAGACAAGGCCCACAGAATAAGATTTTCCATGCATTTG

CAAAT ——————————- ACGTATATTCTTTTTCCATCCACTTGCACAATATCATTACCATC

11 I e ey il
AAAATCTCAGCATTATACATATATT--TTTTCCATCCACTTGCACCATATCATTACCATC

ACTTTTTCATCATTCCTCAGCTACTACTCACATTCATTTAATGGTTTCTGTAAACATTTT

LT e e e e e e e e e e e el
ACTTTTTCATCATTCCTCAGCTACTACTCACATTCATTTAATGGTTTCTGTAAACATTTT

TAAGACAGTTGGGATGTCACTTAACATTTTTTTT---TTGAGCTAAAGTCAGGGAATCAA

CEEERLRR R e e ey Rkt
TAAGACAGTTGGGATGTCACTTAACATTTTTTTTCTTTTGAGCTAGAGTCAGGGAATCAA

GCCATGCTTAATATTTAACAATCACTTATATGTGTGTCGAAGAGTTTGTTTTGTTTGTCA

CRRERRERRRE e enenel eennnnnnd veer il
GCCATGCTTAATATTTAACAGTCACTTGTATGTGTGTGGAAG--TTTGTTTTGTTTGTCA

TGTATTGGTACAAGCAGATACAGTATAAACTCACAAACACAGATTTGAAAATAATGCACA

CEEERRERRE e e eeee e e e e e e e e el
TGTATTGGTACAAGCAGATACAGTACAAACTCACAAACACAGATTTGAAAATAATGCACA

TATGGTGTTCAAATTTGAACCTTTCTCATGGATTTTTGTGGTGTGGGCCAATATGGTGTT

I LR e e e ey it
TACAGTGTTCAAATTTGAACCTTTCTCATGGATTTTTGTGGTGTGGGCCAATACGGTGTT

TACATTATATAATTCCTGCTGTGGCAAGTAAAGCACACTTTTTTTTT-CTCCTAAAATGT

CELEREERT R e e et Pen ey il
TACATTATATAATTCCTGCTGTGGCAAGTAAAACACACTTTTTTTTTTCTCCTAAAATGT

TTTTCCCTGTGTATCCTATTATGGATACTGGTTTTGTTAATTATGATTCTTTATTTTCTC

PRREEEE DR e e P e e e el
TTTTCCCCGTGTATCCTATTACGGATACTAGTTTTGTTAATTATGATTCTTTATTTTCTC

TCCTTTTTTTAGGATATAGCAGTAATGCTATTACTGAAATGAATTTCCTTTTTCTGAAAT

TR e e e e e e e e e e e e e ek ittt
TCTTTTTTTTAGGATATAGCAGTAATGCTATTACTGAAATGAATTTCCTTTCTCTGAAAT

GTAATCATTGATGCTTGAATGATAGAATTTTAGTACTGTAAACAGGCTTTAGTCATTAAT

IEEEELE TRt e e e e e e e e e
GTAATCACTGATGCTTGAATGACAGAATTTTAGTACTGTAAACAGGCTTTAGTCATTAAT

GTGAGAGACTTAGAAAAAATGCTTAGAGTGGA--—-- CTATTAAATGTGCCTAAATGAAT

IEEELEEE e IR Tl
GTGAGAGACTTAGAAAAAATGCTTAGAGTGGAGTGGACTATTAAACGTGCCTAAATGAAT

TTTGCAGTAACTGGTATTCTTGGGTTTTCC-TACTTAATACACAGTAATTCAGAACTTGT

CRREREEERRR e e e e eee e e e e el
TTTGCAGTAACTGGTATTCTTGGGTTTGCCCTACTTAATACACAGTAATTCAGAACTTGT

ATTCTATTATGAGTTTAGCAGTCTTTTGGAGTGACCAGCAACTTTGATGTTTGCACTAAG

1l PELEREE TR e e e e e e e el
ATTCT----- GAGTTTAACAGTCTTTTGGAGTGACCAGCAACTTTGATGTTTGCACTAAG

ATTTTATTTGGAATGCAAGAGAGGTTGAAAGAGGATTCAGTAGTACACATACAACTAATT

L LR e e e e e e e e e e e e e et il
ATTTCATTTGGAATGCAAGAGAGGTTGAAAGAGGATTCAGTAGTACACATATAACTAATT

TATTTGAACTATATGTTGAAGACATCTACCAGTTTCTCCAAATGCCTTTTTTAAAACTCA

PEEEREEennnnnnr e el
TATTTGAACTATATGCTGAAGACATCTACCAGTTTCTCCAAATGCCTTTTTTAAAACTCA

TCACAGAAGATTGGTGAAAATGCTGAGTATGACACTTTTCTTCTTGCATGCATGTCAGCT

PEEERLE T LR e e e neeney il il
TCACAGACGACTGGTGAAAATGCTGAGTATGACACTTTTCTACTTGCATG----TCAGCT
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ACATAAACAGTTTTGTACAATGAAAATTACTAATTTGTTTGACATTCCATGTTAAACTAC

LR e e e e e e e e e e e e e el
ACATAAACAGTTTTGTACAATGAAAATTACTAATTTGTTTGACATTCCATGTTAAACTAT

TCATGTTCAGCTTCATTGCATGTAATGTAGACCTAGTCCATCAGATCATGTGTTCTGG

IIIIIIIIIIIIIIIII EEERLREE e il
GGTCATGTTCAGCTTCACTGCATGTAATGTAGACCTTGTCCATCAGATCATGTGTTCTGG

AGAGTGTTCTTTATTCAATAAAGTTTTAATTTAGTATAAACATA 3083

EEERLERTERn e et 1l
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