Sequence from Sue’s sample
atgacccgtc aatctctgca acaggctgcc gaaagccgcc gttccattta ttcgttaaat
aaaaatctgc ccgtcggcaa agatgaaatc gtccaaatcg tcgaacacgc cgttttgcac
acaccttctt cgttcaattc ccaatctgcc cgtgtggtcg tgctgtttgg cgaagagcat


Visit the National Center for Biotechnology Information (NCBI) BLAST site at http://blast.ncbi.nlm.nih.gov/Blast.cgi to analyze the DNA sequence isolated from Sue’s lymph fluid. 
From the menu under Basic BLAST, choose nucleotide blast.
Wait for the query page to open. Cut and paste the sequence data from the Student Resource Sheet into the Enter Query Sequence box. 
Locate the heading Choose Search Set. Click on the down arrow to reveal more choices.
Under Other Databases, choose Nucleotide Collection (nr/nt). Note that you can search information by amino acid sequences as well as nucleotide sequences. As you are looking strictly at DNA in this example, you will focus on nucleotides. 
Locate the heading Program Selection. Choose somewhat similar sequences –blastn. 
Once all the parameters are set, click the large blue BLAST button at the bottom of the page to search the genetic database for the entered sequence. This search may take a few moments.
Scroll down the results page to view the matches that are found. The descriptions of organisms or genes found at the top of the list have the most in common with the sequence that was entered.
Write down the name of the pathogen found in Sue’s system.
Use the Internet to search for more information on the disease agent. Use information you find to identify the disease that is affecting Sue.
Record all of your findings in your laboratory journal. Make sure to cite properly any sources you have used. 
Discuss your findings with your colleagues (the other groups in the class).
Now that you have a diagnosis for Sue, review the patient information for all of the others in the infirmary and suggest who might be at risk for this disease. Record your observations in your laboratory journal.
Brainstorm strategies for how to proceed with the case in your laboratory journal.
Answer the remaining Conclusion questions.
Conclusion
1. How can scientists identify specific bacteria when they are amplifying and studying the same region of DNA in each species?


Why is PCR used in the process of DNA sequencing?  



How can the DNA sequencing technique shown in the virtual lab be used to identify other classes of pathogens, such as viruses?
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Explain how sequence data and information about patient symptoms led you to diagnose Sue’s illness. 
