
Homework: Task 6
Objective:
You have been provided with the following accession number: (NM_001382762.1) Using Primer-BLAST, design forward and reverse primers with the following criteria:
· The forward primer must be located within the first 600 nucleotides of the provided sequence.
· The reverse primer must be located within the second 600 nucleotides of the provided sequence.
· The PCR product length should not be less 200 bp.
· Maximum melting temperature should be 60. 
· Allow the program to choose primers that amplify mRNA splice variants.
· No additional preferences or constraints are required.

Instructions:
1. Modify the Primer-BLAST settings to ensure the designed primers meet the above criteria. And provide a screenshot of the modified settings you used in Primer-BLAST.


2. Generate 5 sets of primer pairs using the tool. And save the 5 primer sets in a CVS format and attach it with your report.

3. Select the best primer pair from your results and justify your selection.
This set has the best value for the self-3’ complementarity value.  


4. If you want your primer within two exons which option, you are going to choose? 


5. If you want to distinguish between amplification from mRNA and genomic DNA, what should you include in your primer design?  


 







