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Supplementary Figure-II: Sequencing results for mitochondrial targeted Cx43 expression
vector (A) forward primer (B) reverse primer.
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Shict 631 ATGESTGACTGGAGCGCCT TGEGGGAAGC TGCTGEACAAGETCCALGCCTACTCCACGECC 572

Guery 61 GCACCCAAGE TG TG TG TCEG TG TC T TCAT T T TCAGAATCCTGCTCCTGGGEACAGCS 120
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Shijct 571 @ GGAGGGAAGGTGTGGCTGTCGGTGCTCTTCATTTTCAGAATCCTGCTCCTGGGEACAGTS 512

Guery 121 GTTSASTCAGCTTGSSGTGATGAAC AGTCTGCCTTTCSCTGTAACACTCAACAACCCGST 180
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shict 511 GTTGAGTCAGC T TGoEGTGATGAACAGTC TGO T T TOGC TG TAACACTCAACAACCCGET 452

query 181 @ TeTGAAAATGTC TGO TATGACAAGTCC T TOCCCATCTCTCACGTGOGC TTCTGEETCCTT 240
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Shijct =31 GAA LSS ARG AGAAGC TGAACAASAAAGAAGASCAGCTCAAASTGGCGCAGACCGACGSS 272

Query 361 GTCAACGTGGAGATGCACCTGAAGC AGAT TEAAATCAAGAAGT TCAAGTATGGGATTGAA 420
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e iy i s i iy i -
shjct 151 TT A TCTET T TCEAGE TG T T OO TG TEAT O AST GETACATCTAT GEET TG o2
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queary 1069 GCTATCGTGGATCAGCGACCT TCCAGCAGAGCCAGCAGCCEOGCCAGCASCAGACCTCGE 1128
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