CottonGen User Tutorial: Browse Genome Sequences

This tutorial describes how to:
e Browse genome sequence projects that are available on CottonGen
e View detailed information of a genome sequencing project
e Download genome sequence and sequence alignment data
e View genome data and alignments via GBrowse

Browse Genome Sequencing Projects and Data

1. Open the web page http:www.cottongen.org

2. Select Data from Navigation Bar then click on Genome
» A page of all CottonGen Collected genome sequence projects will be displayed

3. Click on a sequence project name to view the project details page.
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Gossypium raimondii (D5) Draft Genome BGI-CGP v1.0 Assembly & Annotation

Please Note: The JGI G. raimondii assembly v2.0, is not an update ofthe v1.0 BGI-CGP assembly. The version numbers reflectthe versioning assigned by JGI and BGI respectively for each
genome assembly. Theyrepresent two independent assemblies of the same genome.
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Download genome sequence and sequence alignment data

This area shows

Click HERE to BLAST your

summary information Click here to download the dataset against the assembled
about the selected fasta file of assembled genome sequences or
genome .sequencing genome sequences. predicted genes.
Go\esiypium raimondii (D5) genome JGI assem \.Nagnot V2.1)

Details

Analysis Name  Gossypium raimondii (D5) genome JGI assembly v2.0 (annotv2.1)
Software  Arachne2 (modified)
Source Sanger based sequence, Roche 454, and lllumina based shortreads

Date performed  2013-02-18

Please see the usage policy below for further details.

The following text comes from phytozome.org:

Overview
This v2.1 annotation release is on genome assembly v2.0, a high quali

corrects several orientation issues within scaffold

Statistics
Assembly Summary
Scaffold total 1,033
Contig to 19,735

Materials & Methods Please Note: This genome assembly is made available through a "Reserved Analysis” restriction

web interface that displays the assembled
and annotated data tracks of the genome
sequences aligned to it.
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7 Downloads

To view and download fasta file of To view and download text format
of InterPro domains, Gene Ontology
(GO) terms, KEGG pathways and

KEGG orthologs associated with

predicted genes and/or GFF3 file of
predicted gene positions on the
genome, click HERE

proteins of this genome, click HERE

to this genome
sequencing project,

To view and download
all kinds of data related

To download GFF3 file of
aligned protein sequences
and positions on the
genome, click HERE
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View genome sequencing data and alignments via GBrowse (refer to picture on next page):

9.

Landmark or Region window shows the chromosome name and the coordinates for the region that is currently being displayed
below.

Data Source window shows the name of the genome dataset currently displayed in GBrowse. The dropdown list on the right
side allows users to switch to other genome datasets.

The ‘blue vertical bar’ in the Overview indicates the current region that is being viewed in relation to the whole chromosome.

Track(s) from analyses are also displayed in the Overview session. An overview of all the alignments between the analysis
results and the displayed chromosome will be displayed under the Track name.

Details session displays a detailed view of the selected coordinates.

The Track name in the Details session indicates the alignments under it are Arabidopsis TAIR10 proteins aligned to the
genome.

Move the cursor over the small icons in the track name and a pop-up window will explain what function is associated with the
icon

Move cursor to a feature on the track, a pop-up window will appear and display the protein name and chromosome name with
position the protein aligned to the chromosome.

Click on a feature in the track and a new window will show up to display more detailed information about this alignment

10.To annotate restriction sites, download sequences, or alignment data, use the drop down menu on the right side of the Search

section. Select the function and click on Configure to select options.

11.Click on Select Tracks to view all available tracks and select which of them to show under the Details region.



(1]

E
G. raimondii D gerfome JGI v2.0 (annot v2.1): 100 kbp from Chr03:14,415,116..14,515,115

Browser Select Trac|
B Search
Landmark or Region:
]Chr03:14.415.1 16..14,515,11E Search

D5:20,230,276..20,330,275.

Examples: Chr03:6,035,002..6,235,001, BNL16
Data Source

pshots Custom Tracks Preferences

| Annotate Restriction Sites

E Configure... I Gol

Save Snapshot | Load Snapshot |

- KL < > » i
IGA raimondii D genome JGIv2.0 (annotv2.1) IE] @ ScrolliZoom: Show 100 kbp : I Fiip
B Overview H
9hr63 " 4 " " L P : L . 1 + i > 5
il r 0 J 2on 3o aon
* BB @ H B E Predicted mRNA i
W ANE N N N SR WA W NI RmE-——
E Region 5 ; : : : a‘_=\!‘- 4 : ‘ =
) 14100k 14200k 14300k 14400K T 145004 14600K; 14700k 14800k 14900k
B Details irases
1 20 Kbp |
Atk | 14420k 14450k 14440k 14450k " aab0k 470k 14480k 14450k 14500k 14510k

+ E BB - @B Cacao theobroma Matina 1-6 v1.1 proteins

* EHEHAHE Predicted mRNA
Goral ,0036066200.2
| sl Ind

Gorat .0036065200.1
| g 1 o4

+ B EH B - BB Arabidopsis thaliana TAIR10 proteins

* EEE A\ RFLP
*EEBHEHSSR

* B E B HEH CottonGen SNPs

ThecclEGO01422t1_Chro3_1
S 4

Gorai 0036068300 .1

Goral .0036068300.2

Arabidopsis thaliana TAIR10 protein

AT3G11830.2_Chr03_1 [Chr03:14446104..14453207]

AT3611830.1_Chro3_1

4 n
AT3611630.2_Chro3_1

0PLO103
0

PXP2-38
a

PXP2-38
a

HUSB1193
1]




