
Description: FASTA format of the human lef genomic sequence
Date: Sun Jan 23 21:54:32 2005
Map by tacg v. 4.1.0 (http://tacg.sf.net)
Suggestions to Harry Mangalam (hjm@tacgi.com)

Label = Name[base#]overhang (*), where: 
Name = Name of the RE or pattern,  
[base#] = cut site of the RE or ~center of the pattern
overhang: \ = 5’, / = 3’, | = blunt. ’*’ = 1 hit only.

143818 bases

40257 A(27.99 %)  28426 C(19.77 %)  29193 G(20.30 %)  44178 T(30.72 %)

NB: sequence length > A+C+G+T due to 1764 IUPAC degeneracies.
# of:  N:7  Y:336  R:436  W:171  S:324  K:263  M:2  B:2  D:3  H:1  V:0
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SbfI [
19059] | 

 

MluI [28867] \  

BsiWI [28934] \  

PvuI [28937] |  

SalI [28944] \  

PvuI [28957] |  

MluI [28995] \  

MluI [29263] \  

PvuI [29904] |  

MluI [30132] \  

BsiWI [30150] \  
SalI [30197] \  
BsiWI [31120] \  

PmeI [41903] | *

SfiI [46704] |  

SbfI [
91947] | 

 

SalI [104730] \  

SfiI [120311] |  

S
alI [137770] \  
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