
Appendix 1. Coverage of target sequences
Patient name: Demo Patient

The following genes are 100% covered (with a depth of at least 20x):
ANO5, BAG3, CAPN3, CAV3, CAVIN1, COL6A1, COL6A3, DAG1, DMD, DNAJB6, DPM3, DYSF, EMD, FHL1, FKTN, GNE, LMNA, 
MATR3, MYOT, NEB, POMGNT1, POMT1, POMT2, SGCA, SGCD, SGCG, TRIM32, TTN

Some parts of the following genes are not 100% covered (see details below)

Legend:
exons covered to 100% (with a depth of at least 20x)
exons covered at 90-100% (with a depth of at least 20x)
exons covered at <90% (with a depth of at least 20x)
exons not covered (with a depth of at least 20x)

COL6A2 99.8% ex2 - 13 ex14 ex15 ex16 ex17 - 28

CRYAB 97.5% ex2 ex3 - 4

DES 97.5% ex1 ex2 - 9

DNM2 96.9% ex1 ex2 - 21

FKRP 97.6% ex4

FLNC 98.7% ex1 - 10 ex11 ex12 - 14 ex15 ex16 - 39 ex40 ex41 ex42 - 48

LDB3 98.3% ex1 - 8 ex9 ex10 - 13

MYH7 99.8% ex3 - 29 ex30 ex31 - 40

PLEC 97.9% ex2 - 24 ex25 ex26 - 32 ex33

RYR1 95.4% ex1 - 10 ex11 ex12 ex13 ex14 - 32 ex33 ex34 ex35 ex36 - 43

ex44 ex45 - 66 ex67 - 68 ex69 - 89 ex90 ex91 ex92 - 106

SELENON 82.2% ex1 ex2 ex3 ex4 - 8 ex9 ex10 ex11 - 13

SGCB 96.6% ex1 ex2 - 6

SYNE1 99.9% ex3 - 97 ex98 ex99 - 136 ex137 ex138 - 146

SYNE2 99.9% ex2 - 65 ex66 ex67 - 116

TCAP 96.8% ex1 ex2

TNPO3 0.0% ex1 - 22

VCP 99.3% ex1 ex2 - 17

Comments could be added here.

Analysis statistics:

• genes count: 45

• transcripts count: 45

• transcripts covered to 100% (with a depth of at least 20x): 62.3%

• transcripts covered to 90-100% (with a depth of at least 20x): 33.3%

• transcripts covered to <90% (with a depth of at least 20x): 2.2%

• transcripts not covered (with a depth of at least 20x): 2.2%
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