Figure S2. Homology search bioinformatics. The search for the origin of the 103 bp
sequence identified in the patient’s DMD transcripts resorted to the Basic Local

Alignment Search Tool (BLAST v2.2.32, http://blast.ncbi.nlm.nih.gov/) at the nucleotide

level.
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Human L1 element L1.21 p40 and putative p150 genes, complete cds
Sequence ID: gh|U33570 1|HSUY3570 Length: G020 Humber of Matches: 1

Range 1: 1to 98 SenBank Sraphics
Score Expec't Identities .Gaps Strand
182 bits(08) 1g-42 02/08(100%) 0/ 08 0%) Plus/Plus

luery § GRAGGAGGAGC CARGATGFOC GAATAGGALCAGCTCCGETCTACAGCTCCCAGCGTRAGE A5
PERELELER e e e e bbb e e e e e bbb e e bbbl
Shict 1 GGAGGAGGAGC CARGATGFCC GAATAGGAACAGCTCCGETCTACAGCTCCCAGCGTGAGE 60

Query 66 GACGCAGARGACGGETGATTTCTFCATTTCCATCTGAG 103
TELELELET R E e e e e e e e el
Shict 61 GACGCAGARGACGGGTGATTTCTGCATTTCCATCTGRAG 95

Q) B Download v GenBank Graphics

Human L1 element L1.14 p40 gene, complete cds
Sequence ID: gh[lU33565 1|HSUS3565 Length: G020 Humber of Matches: 1

Range 1: 1to 98 SerBank Sraphics

Score Expect Identities Gaps Strand
132 bits(ga)_ le-42 98,-‘93(_100%-) D_ngl(_D%-_) Plus/Plus

Query 6 GGAGGAGGAGC CARGATGECC GAATAGGAACAGCTCCGETCTACAGCTCCCAGCGTGAGE 65
(AN NN NN RN N NN NN RN NN AN Ny
Gbjct 1 GRAGGAGGAGC CALGATGFOC GALTAGGALCAGCTCCGETCTACAGCTCCCAGCGTRAGE &0

Query 66 GACGCAGAAGACGGGTGATTTCTGCATTTCCATCTGAG 103

TELELELEREE e e e e e e e e
Gbjct 6l GACGCAGLAGACGEETCATTTCTFCATTTCCATCTRAG 95

D) Local Alignments*

| Name |From ’E Name | From IT__0|E| Sim | Pﬂ/Mm:Ts | Score
[ 997s.tmp/data.ori | 1 |98[zims [ 2 [99[ a [ 1.0000 [ 99.0000 | 938

1 GGAGGAGGAGCCAAGATGGCCGAATAGGAACAGCTCCGGTCTACAGCTCCCAGCGTGAGCGACGCAGAAG 70

CPEEELE TP TR LR EEL R T T

2 GGAGGAGGAGCCAAGATGGCCGAATAGGAACAGCTCCGGTCTACAGCTCCCAGCGTGAGCGACGCAGAAG 71
71 ACGGGTGATTTCTGCATTTCCATCTGAG 98

LCCEEEL LT T

72 ACGGGTGATTTCTGCATTTCCATCTGAG 99
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Legend: A) BLAST results showing that a 95.1% homology (98/103) was obtained
against two human LINE-1 sequences: B) L1.21 (sequence ID: U93570) and C) L1.14
(sequence ID: U93566). D) To confirm the nature of this sequence, analysis of repetitive

elements was performed using CENSOR software (http://www.girinst.org/censor/).

Censor results showing 100% similarity with a stretch of 98 nucleotides belonging to

the consensus sequence of the L1Hs family.
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