9.1

Data retrieval and download

Exercise 9

Downloading a set of results and associated data.

For this exercise you can start with any gene list of results. Start with any result

list you generated, like the results from the DNA motif exercise.

Download this list of results with the following associated data: Genomic

Location, Product Description, Transcript Length and Predicted GO Function.

Hint: click on the Download ## Genes link.

My Strategies: New Opened (1) All (1) 7 Basket Examples Help
(Genes) DNA Motir | -
B 5 g - B B Rename
Organism DNA Motif Organism Copy
12339 Genes 13856 Segments 1859 Genes Save As
3 Delete
B [ — ele
DNA Motif — T Add Step
13856 Segments 969 Genes 104 Genes 84 Genes
Step 1 Step 2 Step 3 Step 4
Expanded View of step Organism m
DNA Motif
13856 Segments
m:cs Genes 1859 Genes
Step 1 Step 2

My Step Result:

= Filter results by species (results removed by the filter will not be combined into the next step.)

All  [Ortholog " )
Results | Groups cuniculi hellem bieneusi| Nosema ceranae
84 70 31 18 23 12 0 g

DNA Motif - step 4 - 84 Genes

Genes Genome View (beta)

First 1 2 3 4 5 Next Last

Advanced Paging

Add 84 Genes to Bask<| Download 84 Genes WP

Select Columns

|” |¢ ;;[c’ane |¢ Genomic Location @

|¢ Product Description@

7 EB|_24411 ABGB01000099: 438 - 728 (+) hypothetical protein
~ EBI_27581 ABGB01000203: 976 - 1,491 (-) hypothetical protein

Hint: select the type of report to download and then click on the boxes to

customize your report.

Please select the dropdown list to create the download report.
=N

included in the report.

— Selectaformat —

— Selecta format —
Tab delimited (Excel): choose from columns
Text choose from columns and/or tables
Configurable FASTA

GFF3: Gene models and optional sequences
XML: choose from columns and/or tables
Ngon: choose from columns and/or tablg

Download 84 Genes from the search:
Combine Gene results

Please ﬁ

Generate a tab delimited report of your search result.
Select columns to include in the report. Optionally (see
below) include a first line with column names.

Columns

clear all | expand all | collapse all
reset to current | reset to default

@ O Text, IDs, Species
| O Genomic Sequence ID

enomic Position

I. O chromosome
1. @ Genomic Location
O Gene strand

- ® Gene Attributes

.: Gene Type
: #Exons

| ™ Transcript Length
.0 cos Length

O 1s Pseudo

- ® Protein Attributes
! ™ Product Description

I O Molecular Weight




9.2 Download sequences of genes in a list of results.

What if you are interested in examining the 5’ flanking sequences of these
genes? How can you easily get this sequence for subsequent analysis?

Hint: use same list of results as in 9.1. Go to the download section and select
“Configurable FASTA”. Now, retrieve the 500 nucleotides upstream of the start
site of your genes.

Combine Gene results

Please select a format from the dropdown list to create the download report.
**Note: Genes IDs will automatically be included in the report.

Configurable FASTA v
This reporter will retrieve the sequences of the genes in your result.

Choose the type of sequence: @ genomic ) protein ) CDS () transcript
Choose the region of the sequence(s):

beginat TranscriptionStat™ v + v 0 nucleotides
enaat v 0 nuckotses

Download Type: () Save to File @ Show in Browser

GetSequences

" Note: If UTRs have not been annotated for a gene, then choosing "transcription start” may have the same effect as choosing "translation start™.
Help

transcriptional ATG stop codon polyA
start

— v v v
FUTR FUTR
exon A intron —A—— exon ———/
Chs: - -
(coding sequence nf) -7
protein:
[}
(23 .~ _ - —
ranscript — —

(COS + UTRs, if avail)

genomic:
(incluces introns)

Note, that you can access and download sequence
is via the sequence retrieval tool (SRT) from the Toals:
tools menu on the home page:
« Retrieve Sequences By Gene IDs. BLI’;;TW S
+ Retrieve Sequences By Genomic Sequence Sequence Retrieval

IDs. Retrieve Specjﬁc Sequences using
- Retrieve Multiple Sequence Alignments by IDs and coordinates
. . PubMed and Entrez
Contlg / Genomic Sequence IDs. View the Latest Pubmed and Entrez
* Retrieve Sequences By Open Reading Results

Frame IDs.



9.3

Downloading all large data files such as all coding sequences or all protein
sequences from your favorite genome.

For this exercise use any EuPathDB site. The example below illustrates a use
case in PiroplasmaDB: http://piroplasmadb.org

Download files are available in the file download section of all EuPathDB sites
Hint: select “Data Files” under the “Download” menu in the grey tool bar.

A EuPathDB Project

Gene ID: TA20040] 4 GeneTextSearch:|  syntn| &

About PiroplasmaDB | Help | ContactUs | Login | Register |

PiroplasmaDB

Genomics Resource

’ ) } Understanding Downloads
Data Summa 4. Thisp version of F DB is for early cor d contact us with your
a ry & foedback. This sis is under active davelopment so there mey be |/ BaigIENes hal site outages can be
expected.
Upload C ity Files
Download Community Files

= 15 April 2011 PiroplasmaDB 1.0
Released

All PiroplasmaDB News

Identify Genes by: I ALl EuPathDB Publications

Expand All | Collapse All Expand All | Collapse All BLAST
. = Text, IDs, Species + Genomic Sequences \dentify Sequence Similarities
Community Resources & Genomic Position +  Genomic Segments (DNA Motif) Sequence Retrieval
H  Gene Attributes + ORFs Retrieve Specific Sequences using
. = Protein Attributes Ds and coordinates
Web Tutorials ! PubMed and Entrez
expand for 7 new ltems = Protein Features View the Latest Pubmed and Entrez
= Similarity/Pattern Results
Information and Help & Cellular Location Gecom;arowser . e
expand for 9 new items % Putative Function g;v;mnnim and Features in
= Evolution Searches via Web Services
Learn about web service access to
our data

Hint: navigate through the subfolders and find the files containing codon usage
information for T. annulata Ankara.

Name Last modified Size Description

Parent Directory -

m elease-1.0/ 21-Feb-2011 12:54 -

Name Last modified Size Description
a Parent Directory -
63 BbovisT2Bo/ 19-Mar-2011 23:07 -
a BbovisT2BoMito/ 19-Mar-2011 23:07 -

BbovisT2BoPlastid/ 19-Mar-2011 23:07 -
TannulataAnkara/ 19-Mar-2011 23:07 -
TannulataAnkaraMito/ 19-Mar-2011 23:07 -

TannulataAnkaraPlastid/ 21-Feb-2011 12:54 -

0 L 10.s 2013.22.07
Name Last modified Size Description
1 a Parent Directory -
fasta/ 19-Mar-2011 23:07 -
E) gff/ 05-Apr-2011 17:21 -
" trapscrintExnression/ 21-Febh=2011_12:54

Name Last modified size Description

parent Directory -
lannulataAnkaraCodonUsage_PiroplasmaDB-1.0.txt 02-Mar-2011 10:56 1.1K Codon usage table

=T rannulataankaraGene_PiroplasmaDB-1.0.txt 22-Apr-2011 22:23 35K Gene information table
TannulataAnkaraGeneAlias_PiroplasmaDB-1.0.txt 21-Feb-2011 15:09 98K Gene information table

TannulataAnkaraInterpro_PiroplasmaDB-1.0.txt  02-Mar-2011 10:56 568K Interpro features, table

TannulataAnkaraSequence_PiroplasmaDB-1.0.txt  22-Apr-2011 22:23 5.1K Assembly and scaffold composition information, table




