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oligonucleotide CGTA
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because in strand A: ATGC ~ GCAT
also because: GCAT(strand A) = ATGC(strand B)
so ATGC(strand A) ~ ATGC(strand B)

That is to say : strand A and strand B are symmetric

< 0 :
| v /* 2B9, :B-, *
; , < 0 ,
# 0 , ; * 29:--92< 0 <* <
v < * , < < 0 * C6
0 29:- ;
0 =92 9 ( 0 ;
29:--92< 0 < * < < ;

the whole DNA sequence
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0 calculating in every segment
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ATGC/CGTA distribution in mouse DNA sequence
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