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This assessment of the course is voluntary, but your comments are important and valued.  Please circle OR highlight (if filling this out electronically) the answer that best applies, or write a short comment:

Knowledge assessment:

1. Before completing this course, how would you rate your level of understanding of how to find nucleotide and protein sequences for eukaryotes using NCBI (using entrez key word search and HomoloGene)?

A. I already felt very comfortable using these methods to find sequences

B. I knew about entrez key word search, but not HomoloGene

C. I had never searched for eukaryotic gene sequences before, and both methods were new to me.

D. I had never searched for eukaryotic gene sequences before, but due to previous course work I could have figured out on my own how to find them.

2. How would you now rate your level of understanding of how to find nucleotide and protein sequences for eukaryotes?

A. I feel confident that I could perform these searches to find any eukaryotic gene.

B. I am a little shaky, and might need a reminder of where to go on the web and what to do.

C. I really can’t remember, and would not be able to do this again on my own.

3. How would you rate your understanding of orthologous genes vs. paralogous genes after completing the bioinformatics lab?

A. I have a much greater understanding than just knowing the definitions.

B. Aligning orthologs vs. paralogs did not really add to my knowledge and illustrate the differences.

C. What’s an ortholog?

4. How would you rate your understanding of eukaryotic gene structure, and the conservation of coding vs. noncoding sequence, after the completion of this course?

A. I have a much greater understanding of sequence conservation in relation to genomic DNA, cDNA, and protein sequences

B. I already knew there were noncoding and coding regions of eukaryotic genes, but it didn’t hit home until I did the lab where we aligned the sequences 

C. Aligning the sequences and observing the sequence conservation did nothing to increase my understanding of this concept

5. Which of the following were new bioinformatics tools that you learned about in this course? (Circle all that apply)

A. Alignment of DNA sequences

B. Alignment of protein sequences

C. Use of ECR Browser

D. Use of Mega

E. Understanding of how phylogenetic trees are constructed

F. Use of HomoloGene

6. How would you rate, in general, the use of a computational lab to illustrate concepts such as orthologs and paralogs and sequence conservation to just hearing the concepts in lecture?

A. Visualizing these on the computer helped me greatly and I liked learning this way

B. It helped somewhat; both lecture and lab together helped me to learn best

C. Forget the computer lab – lecture taught me everything I needed to know!

7. How would you rate the following wet lab experiences (place the  appropriate # on the line in front of the statement):

1 = I learned a lot about this

2 = I learned a little about this and would need much review to retain

3 = I didn’t retain anything from this aspect of the lab experience

4 = I already knew all about this from previous coursework

_____  Designing PCR primers to distinguish closely related DNA sequences

_____  Isolating RNA from tissue samples

_____  Performing a reverse transcriptase reaction to create a template for PCR (understanding

 that RNA is not a template for PCR)

_____  Use of hexamer primers for an RT reaction

_____  Distinguishing RT-PCR from real-time, or quantitative RT-PCR

_____  Preparing gels for RNA and DNA electrophoresis

_____  How to troubleshoot when an experiment goes wrong and think of the next experiment to 

do

_____  How to complete an experiment on my own from start to finish

_____  How to interpret my data accurately

_____  How to write a journal style article on my experimental data

Attitudes/ belief assessment:

8. Finally, please comment on what you felt were the best aspects of this course and which you did not like.  Please offer some suggestions for how you think parts you didn’t like could be improved upon.

