
ASSIGNMENT  2

Dataset 2 Design of a study scheme from available sequence information of influenza
viruses and collecting data.

Phylogeny analyses by MEGA-software (neighbor-joining and UPGMA  trees and
parsimony cladogram). No mrBayes- analyses with this dataset (you can do them, if
you want). If enough time, network-phylogies.

Time schedule:

Wed 2. Feb from 12 to 20 there will be extra help for you in C128.
This concerns data collection and alignments for datasets 1 and 2.
The week after (maybe in Wed 9. Feb, need to be agreed) you can again
come to meet extra help and check your alignments.

Data-collection and MEGA-analyses ready during weeks (3) and 4.
Work should be ready in 22. Feb.

Recommendation is that you don´t work alone, instead form groups.
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ASSIGNMENT 2 – THE FLU-DATABASE

http://www.ncbi.nlm.nih.gov/genomes/FLU/FLU.html
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ASSIGNMENT 2 – THE FLU-DATABASE

……

The recent pandemic H1N1 is an A-virus which has type 1 of H (haemagglutinin) gene and
type 1 of N (neuraminidase) gene. Within type 1 (and other types as well, for example the
bird flu H5N1) very much sequence evolution occurs => lots of information for tracing the
virus (its movement, geographical, temporal differences etc.)
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ASSIGNMENT 2 – THE FLU-DATABASE

Construct a comparative plan, for example H1N1 in different countries or
continents, maybe at a certain time , temporal changes within a country / continent,
virus sequences from human vs animals, or H1N1 vs H5N1, whatever you like,
based on the  existing information.

Take as many sequences as you like. Working with more than 500 is not very
practical and alignments are very time-consuming.

It is not a good idea to take many identical or nearly identical sequences (how to
avoid that, is your problem…..).

Restrict your study to H (taking both H and N is not practical, too much work).

Take only ”full-length” sequencies (if you include one sequence from which, say,
200 nucleotides are missing from the 3´ end, this part is not considered in your
phylogeny analyses, i.e. you miss the information from your whole data).

Probabaly not much editing after alignments, some sequence items have a short
”extra” part at the 5´ end.   Discard that.
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ASSIGNMENT 2 – THE FLU-DATABASE

In the query result below, from one virus ”particle” from Bamako information from many genes:
In addition to your study object, H (HA) there are the genes PB2, PA, NP, NA, M1, M2, NS1,NS2.
From the samples of Senegal, Djibouti, South Africa and Egypt only HA.
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ASSIGNMENT 2 – THE FLU-DATABASE

When you click the accession number of a certain sequence, you first
get the protein (amino acid) sequence.

Note the link to nucleotide sequence and links to many other facilities.

FASTA-link is at the left up corner of the page.
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ASSIGNMENT 2 – THE FLU-DATABASE

You get the sequence in FASTA-format like this:

Note the link to nucleotide sequence and links to many.

This is an example of a reasonable title: >Egypt/101/2001 AJ457871

The title (what follows the
mark >) is too long and in
your subsequent analyses
(already after Clustal -
alignment) you see only some
first part of it .

Edit the title into a
reasonable form, discard
everything that is not
necessary!


