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Erratum m 

Figuree 2B on page 84 of this thesis was printed incorrectly. 
Thee corrected figure should look as follows: 
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Figuree 2: LINE-1 fragment inserted in intron 5 of CYBB of patient HA. A. Detailed view of the 
sequence,, the first and last 10 nucleotides being wild-type intron sequence. Underlined nucleotides, 
targett duplication sites; framed sequence, sequence inverted with respect to the LI consensus sequence; 
nucleotidess underlaid in black, branch site; nucleotides printed in boldface italic, 3' splice site; 
nucleotidess printed bold, underlined, 5' splice sites. Lower case letters indicate nucleotides divergent 
fromm the consensus sequence of active LI elements4. B. Schematic diagram of A. , intron 5 of 
CYBB;; -^, target duplication sites; g |g , sequence inverted with respect to the L1 consensus sequence; 
§ g |,, LI sequence; [£j, poly-A tail; 1, branch site; 2, 3' splice site; 3, 5' splice sites. 




