Reflection Questions for the DNA Project
1. What was the DNA Project about and what skills were you able to apply to
the project?

2. What new knowledge and skills did you learn from this interdisciplinary
collaborative project?

3. What were the areas that you faced challenges and feel you need
improvement?

4. How well were you able to adapt to the research project’s ambiguity?

5. What near term goals can you set for the project?



BLAST search Protocol:

Enter NC Number into Nucleotide (http://www.ncbi.nIm.nih.gov/genbank/) and click Search.
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What is GenBank? GenBank Home
GenBank ® is the NIH genetic seq . an ion of all publicly available DNA sequences (Nucleic Acids Submission Types
Research. 2013 Jan:41(D1):D36-42). GenBank is part of the Nucleotide Database Ci . which pri Submission Tools

the DNA DataBank of Japan (DDBJ), the European Molecular Biology Laboratory (EMBL), and GenBank at NCBI. These three organizations s h GenBank
exchange data on a daily basis. Search GenBan
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The complete release notes for the current version of GenBank are available on the NCBI ftp site. A new release is made every two months. ——

GenBank growth statistics for both the traditional GenBank divisions and the WGS division are available from each release

An example of a GenBank record may be viewed for a Saccharomyces cerevisiae gene.

Access to GenBank

Click on the Graphics view

Display Settings: () GenBank Send:

Haemophilus influenzae 86-028NP chromosome, complete genome

NCBI Reference Sequence: NC_007146.2
FASTA  Graphics

Go to:

LOCUS NC_007146 1914490 bp DNR circular CON 10-JUN-2013
DEFINITICN Haemophilus influenzae 86-028NP chromosome, complete genome.
ACCESSION NC_007146
VERSICON NC_007146.2 (GI:162960935
DBLINK Project: 58093
BioProject: PRJNAS58093
KEYWORDS RefSeq.
SOURCE Haemophilus influenzae 86-028NP
ORGANISM Haemophilus influenzae 86-028NP
Bacteria; Proteobacteria; Gammaproteobacteria; Pasteurellales;
Pasteurellaceae; Haemophilus.
REFERENCE 1 (bases 1 to 1914490)
RUTHCRS Harrison,Z., Dyer,D.W., Gillaspy,A., Ray,W.C., Mungur,R.,

Click and Drag on the Nucleotide bar.



Haemophilus influenzae 86-028NP chromosome, complete genome
NCBI Reference Sequence: NC_007146.2
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The Range ToolTip Menu will come up and Select Modify Range
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Go back to the results from primer searches:
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Select the range from the start points for the primers.
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Make sure the database is Human and click BLAST.
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Enter an Entrez query to limit search @
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Choose a BLAST algorithm @

Search database Human G+T using Blastn (Optimize for somewhat similar sequences)
[] Show results in a new window
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