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n 95% CI p P*

0.25-2.44 1 1

1.22-1.93  0.00281 0.04003
0.03-1.10  0.00575 0.0655

0.72-1.94  0.61326 0.81293
2.19-256  0.07618 0.36188
0.08-2.72  0.40178 0.78971
1.18-2.67  0.07765 0.34048
0.26621 0.63224
1-1.2 0.14678 0.44033
2.18-2.55  0.42459 0.57624
0.69-291  0.65557 0.84926
1.1-2.1 0.04964 0.31439
0.2-1.46 0.25732 0.66669
1-3.14 0.31721 0.64576

0.29-4.72 1 1
2.19-2.55 0.18 0.51299
1-3.14 0.31721 0.69543
069-2.91 0.65557 0.83039
1-3.14 0.31721 0.66967
2.18-255  0.42459 0.59029

1 1

1 1
2.19-256  0.07618 0.43425
1-3.14 0.31721 0.72325

1 1

0.44-3.15 1 1
2.2-2.58 0.00241 0.04572
0.42258 0.61762
069-2.91 0.65557 0.81234
1.05-2.38  0.13845 0.43843
0.42258 0.72992
0.26621 0.65973
2.19-256  0.07618 0.39477

0.16-3.89 1 1

1 1
0.12-1.49  0.12969 0.46202
0.13255 0.44443

1 1
1.07-2.21  0.08147 0.33166

=]

2.19-2.55 0.18 0.48856
0.39-0.77 5.8 X 10>  0.00165
0.88-1.36  0.41601 0.76493
0.74-1.44  0.88126 1
0.42259 0.60218
0.98-2.01  0.12804 0.48655
0.89-2.79  0.41021 0.7794
0.59-1.81 1 1
1.58-2.74  0.01218 0.11569
0.22-1.06  0.03528 0.25135
0.42258 0.68821
0.42258 0.70845
0.42258 0.66909
2.19-256  0.03219 0.26215
0.42258 0.75273
0.42258 0.63388
0.42258 0.65101
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Figure S6. Association between in—frame deletions (A) starting, (B) ending, and (C) starting and/or
ending at each exon and consequent phenotypes in the records identified from existing literature.
Phenotypic ratios associated with in—frame deletions starting and/or ending at a given exon and all
other exons were compared using a two-tailed Fisher's exact test. n indicates the number of
individuals with DMD (red) and milder (blue; BMD and asymptomatic) phenotypes. Green and red
asterisks indicate a significantly lower and higher incidence of DMD phenotype, respectively. p = p-
value, as calculated by Fisher’s exact test; p* = Benjamini-Hochberg adjusted p-value.
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