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The True Recognizing Sequence of the Restriction Enzyme Whose
Recognizing Sequence is Nonpalindromic
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Abstract;: The recognizing sequence of restriction enzyme includes palindrome and nonpalindromic,and DNA is double
helix complementary strands. So the recognizing sequences of palindrome enzyme in two strands of DNA were identi-
cal,and can be considered of one sequence. But for nonpalindromic restriction enzyme, the recognizing sequences of
two strands of DNA were not identical. Therefore the true recognizing sequences are not only one. In this experi-
ment,an enzyme cleavage reaction was carried out which confirmed that the true recognizing sites/sequences of non-
palindromic enzyme are two instead of one.
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Fig. 2 The result of enzyme cleavage of Aci I
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1 ccctacaggt agaccagtgg gacgaaataa

61 gtgetgettt  cggagetgtg acctggetet
121 gtcagagegt gacctcteeg — ccaccteect
181 gctegactecg  ggetgetage  tcectgaage
241 gggggaggac tgetgggtge tctatgatcet
301 gagecttgaa gtgttaatag ctgttgagga
361 ctaacttgtt  gaatcataag aacaatttgg
421 ccatcectee  accatgggea  gggacacate
481 atccagcctg  gtcttgatge — ctccagagag
541 tcccageatc  ttgecacttt — gttgtggaaa
601 ttaaaaccat  tgcceettgg — cctgteecta
661 tagtatatac  tgcaaagctg cagcaaggtc
721 ccaactctce  ctgectttee tcatagaaga
781 cctttetetg tccacgtect  cettgtgetg
841 gcagcaatga gtagaggaag cccagggceag
901 gttgttctee cttceccagg agagcttcca
961 caacgtgtgg cagaagaaga gctegeageg
1021 tgccegtegg  taccggtgge aggeggaggg
1081 gcatcgtcce  cteatetect tgcccagtea
1141 agcgaccgge ccccaggaat gaactgtgac
1201 gagactggeg agactcggec —ccectgagec
1261 caggcaccat cacgcegete  cggecccaac
1321 cagcagcegt gtgcagegte  cteettttgg
1381 gectgttteg  ttteectege  geacccagta
1441 gttgggcact tgaacttttt getgeeggge
1501 aagacaaaag aaa

caggaggatc aaccgtggca ttgtggagga
gctggaaacc tactgtgcca  agtccgtcaa
cgegggecte  ccagcecectea acaaggtagg
aagaaagagg agaaaaggga aaccattggt
getgcettetg cagcccaagg caggaatgaa
agccaaagaa attgcaagaa aaccaaactt
gttggaagag ctccctagtg attatcttgt
ccactcctat gtcatgttge  ccaaaggccc
cgggcaccca cagctectet ggacagcctg
acttcctect tatgtgcagt  ttccttcagce
cagttttgat aaaaggtttt actccagctg
tccetggaac  cttttecacg ctcagtgacc
ggtgttccag cttgctaata attcttgtgg
gggacccaat agaacctgta aaatgggcga
tgtcagtaac ccaccttgtg ttgacactgt
gaagccatct  cacgccaagt actccaagta
gctgcagegg gaggtgecag gcatcctgeg
gctgcaageca gctgaggaag ccagggcegat
gcggeeccca  gegeegeggg  catcccctga
cagccggete  gatttgtgat  ctectgggga
cctecegteee cgagecgagg  ageggggegg
caaacaactg acacaagcaa ggaggggtgg
ggtggoggog agggttgttt cgtttceccag
tttttcaagce cttgtactta cgaagggaca
getgtgtgac  atccccagtg — ccaacactag
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Fig. 3 DNA sequence of chicken IGF IIgene
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Fig. 4 Chart example of enzyme cleavage
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