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Supplementary Figure 2
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Supplementary Figure 3
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Supp Figure 4
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—

Primer 2
E
<4 Excised allele
ITGGGCAGAGACCEGCETGEECGCECATTGGGCTGEGCEGTEGATCCTGAACCT TAGAGC’ TCT TGTTCAAGCATT TGGT TGCTGTATTGGT! TGC TGCE
JACCCGTCTCTGGCGCACCGCGCGTAACCCGACCCGCACTAGGACTTGGACCGCTTCCTTGCGCTTEGGGCATCTCGACCGCGCCTCGCACCGTCCGTAGAACCTCGTGTACAAGTTCGTAAGCCTCCTCTGTACGGTCT! T TGCCT  TGACGC
[ SARMI Exon 2
[ITGGGCAGAGACCGCGTGGCGCGCATTGGGCTGGGCGTGATCCTGAACCT TAGAGC’ TCT TGTTCAAGCATT: TGGT  TGCTGTATTGGT TGC TGCC
JTGGGCAGAGACCGCGT! CGCACGGA TGCTGCGCCACTGCE




Supplementary Figure 5

Fig 1F:

Rabbit LaminA

mouse - B Actin

Sup Fig 3A:

rabbit - pDRP1

mouse - total DRP1

mouse - B Actin
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