Reverse Translation of myc epitope (EQKLISEEDL):
5’-GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG-3’
Adding the BamHI tail:

5’-GATC GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG-3’
Add two codons to preserve the reading frame:
5’-GAT CTG GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG-3’
^ encodes Leucine, a relatively small, uncharged amino acid, and does not                           regenerate the BamHI restriction site

Choosing a restriction site in the myc insert:
BbsI recognizes 5’-…GAAGAC(N)2|…-3’  which occurs in our myc sequence above
                           3’-…CTTCTG(N)6|…-5’

Finishing the top strand:

5’-gat cTG GAA CAG AAA CTG ATC TCT GAA GAA GAC CTˇG-3’

Base-pairing the bottom strand:
3’-AC CTT GTC TTT GAC TAG AGA CTT CTT CTG GAC-5’

Adding a BamHI site to the bottom strand:
3’-AC CTT GTC TTT GAC TAG AGA CTT CTT CTG GAC CTAG-5’

Add two codons to preserve the reading frame:
3’-AC CTT GTC TTT GAC TAG AGA CTT CTT CTG GAC GAC TAG-5’

Adjusting the top strand to accommodate the design of our bottom strand:
5’-GAT CTG GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG CT-3’


we added 5’-CT-3’ to the top strand, and as a result, 3’-GA-5’ to the bottom strand, in order to preserve the reading frame of the bottom strand. We made sure that the resulting amino acid (Leucine) was relatively small, uncharged, and does not regenerate the BamHI restriction site.

Finishing the bottom strand:

3’-AC CTT GTC TTT GAC TAG AGA CTT CTT CTG GAC GAcˇtag-5’

Final double stranded sequence:
5’-GAT CTG GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG  CT             -3’

3’-            AC CTT GTC  TTT  GAC TAG AGA CTT CTT  CTG  GAC GAC TAG-5’

Expected protein sequence:
DLEQKLISEEDLLI    (underlined portion is the myc protein sequence)

Yes, the reading frame of the p3 gene is conserved.
