Team purple: Mathangi Radha and Han Zhu

p3+myc
Top Strand:

Step 1:
This is the reverse transcription of EQKLISEEDL:

GAA CAG AAA CTG ATC TCT GAA GAA GAC CTG
Step 2-3:
Change the last codon to a CTA to prevent another BamHI site:

GAA CAG AAA CTG ATC TCT GAA GAA GAC CTA
A BamHI tail is annealed to the left side of the top strand through the addition of two amino acids:
GAT CTA GAA CAG AAA CTG ATC TCT GAA GAA GAC CTA
   D      L   (We know for sure that leucine is small and probably will be harmless. We do not know what aspartic acid will do, but we hope it’s also harmless.)
Step 4:
We chose the restriction enzyme BbsI, which cuts the sequence GAAGACNN^NNNN_ and does not cut any other site on the M13 genome. 

Final Top Strand:


Bottom Strand:

Step 1:
This is the complement bottom strand:

AT CTT GTC TTT GAC TAG AGA CTT CTT CTG GAT 

Step 2:
We have attached a single strand sequence at the right end: 
AT CTT GTC TTT GAC TAG AGA CTT CTT CTG GAT cta g

Step 3-4:
Final Bottom Strand:


The amino acid sequence developed by the top strand is 

DLEQKLISEEDL

Final Strand: 

gat cTA GAA CAG AAA CTG ATC TCT GAA GAA GAC CT|A
       AT  CTT  GTC TTT  GAC TAG AGA CTT CTT  CTG GAT cta g|
D     L      E        Q     K       L       I       S        E      E       D      L      L
gat cTA GAA CAG AAA CTG ATC TCT GAA GAA GAC CT^A





AT CTT CTC TTT GAC TAG AGA CTT CTT CTG GA^T cta g








