Top Strand

1. 5’ GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG 3’
2. 5’ GATC GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG 3’

a. choose the bases that are complementary to the sticky end

3. 5’ GAT CTA GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG 3’

a. We had to choose an amino acid whose codon started with C, however it couldn’t be CC because that would reform the restriction site. The amino acids we could add that would fit the limitations would be leucine, histidine, glutamine and arginine. We decided on leucine because it was the least reactive of the 4.
4. We apparently generated an XbaI restriction site TCTAGA at the very start of the sequence, XbaI is a zero cutter on M13K07.

5. 5’ gat cTA GAA CAG AAA CTG ATC TCT GAA GAA GAC CTA 3’

We also found 2 more restriction sites so we have to make sure that our one cutter doesn’t cut through this. We have chosen HindIII as our one cutter

HindIII Restriction Site:
5’ A / A 
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Bottom Strand
1. 3’ AT CTT GTC TTT GAC TAG AGA CTT CTT CTG GAC 5’

2. 3’ AT CTT GTC TTT GAC TAG AGA CTT CTT CTG GAC CTA G 5’

3. 3’ AT CTT GTC TTT GAC TAG AGA CTT CTT CTG GAT CTA G 5’


4. 3’ AT CTT GTC TTT GAC TAG AGA CTT CTT CTG GAT cta g 5’

Protein Sequence Formed.

DLEQKLISEEDL

5’ gat cTA GAA CAG AAA CTG  ATC TCT  GAA GAA GAC CTA 3’

3’         AT CTT  GTC  TTT  GAC TAG AGA CTT  CTT  CTG GAT cta g 5’

