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MIA40 deletion mutant allele sequence analysis.
Sequence alignment between wild type MIA40 (WT_WT) and MIA40 mutant allele PCR product      (WT_Del)
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Deleted fragment in one allele of HEK MIA40 WT/Del53-60 cells: CTG CCC ATG CCT TGG GGG AAT GGC CAG 
Two base substitution in one allele of HEK MIA40 WT/Del53-60 cells: CG     TA
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wrur o
wT_De1 1 GATTAGMTGRUTAGTTTTGTATITICTGACTTTAGAGARCATCTCTCT 50
wrur 1 TGATACTGCCAMATGGAMCATTAACTGGAR. 32
AUETILLTELEETT LT
wT_De1 51 ATCTTCCTOTTCTAGGATTGATACTGCCARATGGRAACATTRACTGGAR- 99
wrur 33 TGCCCATGCCTTGGGGRAATGCCAGCSGTCCCTOTGRAGAACAGTTTA 82
I
wT_De1 100 TAGTCCCTGTGGAGRACAGTTTAR 123
wrur 53 GTCAGCCTTTTCCTGCTTCCACTATAGCACGAGGAGATCARGEGTCA 132
Ay
wT_De1 124 GTCAGCCTTTTCCTGUTTCCACTATAGEACGGAGRAGATCAAGEGSTCAG 173
wrur 133 ACTGTGTAGACCAGTTCCGGECCATGCAGGARTGCATGCAGMATACCCA 182
ACCELLTEEEE T L EEE LT EET LT
wT_De1 174 ACTGTGTAGACCAGTTCCGGGCCATGCAGGARTGCATGCAGMATACCCA 223
wrur 183 GACCTCTATCCCCAMGAGGATGAGGATGAGGAAGAGGARAGAGAGAAGAA 232
IECELLEEEEE LTI EEEET LT
wT_De1 226 GACCTCTATCCCCAMGAGGATGAGGATGAGGAAGAGGARAGAGRGRAGRA 273
wrur 233 GCCAGCAGAACAMGCAGAAGAACAGCTCCCATTGAGGCCACTGEARCCA 262
ICCEECLLLEECET LT EEEEEEET LT
wT_De1 274 GCCAGCAGAACARGCAGAAGAAACAGCTCCCATIGAGGCCACTGUACCA 323
wrur 283 ANGAAGAGGAGGGATCARGTTANTGAMGGCCACRAGRCACTEGSCACCAG 332
T 1]
wT_De1 324 AAGARGAGGAGGGATCAA-~-AAGARA - 7
wrur 333 TCCTTTTGRAGTGGACCTTTTGCAMAGSCCTTGTCATCACCTTCCAAGA 382
wT_De1 7
wrur 353 AAGTITCCTTCTGTTGTCCTGTGCATTATANTATACAMARTAACTTATTT 432
wT_De1 7
wrur 433 TGATGATCAGAGGTCTTGA 451
wT_De1 307
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